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 It is widely known that Glycine max L. Merr., commonly known as soybean is one 
of the major agricultural crops in the United States and is an agricultural crop in other 
countries as well. Yet, the yearly yield of soybean is not as high as can be expected due 
to Heterodera glycines Ichinole, or soybean cyst nematode (later, SCN). SCN is one of 
the most destructive pests and pathogens of soybean and the main methods for control 
have proven to be problematic and time-consuming so far (Koenning 2000; UIPC 2015). 
Lineages of soybean that are resistant to SCN have been developed but it is yet 
unknown what the cause of this resistance is. Rgh1 and Rhg4 loci are two main loci that 
are considered when talking about resistance and Rhg4 locus, while required for 
resistance to SCN race 3, has not been fully mapped. Focusing on the Rhg4 locus, this 
study was aimed at uncovering the potential causes of resistance of soybean to SCN. In 
mapping the Rhg4 locus, we found nine genes, some of which could be candidates for 
causing and regulating resistance and a large intergenic region that could have key 
regulatory elements in it. 
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CHAPTER 1 
INTRODUCTION 
SCN or soybean cyst nematode (Heterodera glycines Ichinohe,) is one of the 
most destructive pests of Glycine max L. Merr. or of soybean (Matthews 2004). As a 
pest and pathogen, SCN infects the roots of soybean plants and resides there during 
most of the course of infection. After penetrating the surface of the roots and mating, 
SCN females set up a feeding site comprised of reprogrammed plant giant cells, lay 
eggs and form  cysts, which is where the clade of  nematode gets its name from (Afzal 
et al. 2012). In susceptible soybean plant lines, the presence of the infection become 
apparent after it has taken hold and is visible as the decreased height of plants and 
often yellow color of leaves and stems (UIPC 2015).  
The United States is not the only country where SCN is a destructive pathogen of 
soybean plants (Kurle et al. 2011; Yu [date unknown]). Due to the greater importance of 
G. max as an agricultural crop in the United States, the need for better management of 
SCN-infected or even SCN-infested G. max is more pronounced (Yu [date unknown]). 
The crop yield in a field where SCN is present is dramatically reduced by the time or 
harvest as when left uncontrolled SCN can decrease the yield of soybean by up to 80% 
(Smolik and Draper [rev 2007]; UIPC 2015). Clearly, once the presence of SCN is 
observed in a G. max field, it’s infection of soybeans needs to be kept under careful 
control as to date there is no known way of completely eliminating SCN (Tylka 1994).  
Control methods do exist (Koenning 2000);  however, some of them are 
ineffective while other methods do not give desirable results in improving yields. To this 
day, main methods of controlling H. glycines infestation and infection continue to center 
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around the use of G. max lines that are resistant to SCN and doing crop rotation in 
SCN-infested fields using crops that are not hosts of SCN (Liu et al. 2011). Other 
methods of managing SCN infestation are also in existence (Tylka 1994). These 
methods include chemicals that kill cyst nematodes, working on parts of the field where 
no plants are infected before moving on to the parts of the field where H.  glycines 
infestation has taken place and sterilizing tools used in working on the infested part of 
the field, and monitoring and maintaining G. max fields in healthy state (Tylka 1994). 
Doing crop rotation in SCN-infested fields has been a better method so far as it easier 
to accomplish as it does not require the time-consuming strategy that is the hallmark of 
using G. max lines which are resistant to H. glycines. In this method of managing SCN 
infection in the infested fields, SCN-resistant soybean lines need to be developed over 
the course of several generations (Song et al. 2004). Not only does this make this 
process very time-consuming, but also the costs can add up in this method. However, it 
is the more commonly used management method as many lines of G. max which are 
resistant to H. glycines already exist (UIPC 2015). Though combined with  the crop 
rotation method of managing SCN infections, it is not a non-problematic method. The 
biggest problem associated with this method is that as new soybean lines resistant to H. 
glycines are developed, new types of SCN come about (Afzal et al. 2012) as SCN 
populations are subject to selection pressure to evolve in tandem with breeding 
resistant lines of soybean. As new types of SCN evolve, new soybean SCN-resistant 
lines have to be developed, with the resistant genes being on different locus/loci and 
with distinct modes of action. 
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Each of the two loci involved in resistance to SCN, rhg1 and Rhg4 is located on a 
different chromosome (Liu et al. 2011). The rhg1 locus is located on chromosome 
eighteen while Rhg4 is located on chromosome eight. The G. max genome is 1 Gb in 
size and is comprised of twenty chromosomes that house all of its genes (Schmutz et 
al. 2010; Grant et al. 2010). Though this is half the size of the human genome in terms 
of base pairs, the soybean genome contains twice as many genes as the human 
genome. Many of these genes are the result of the polyploid origins of the soybean 
genome (Schmutz et al. 2010). In addition to both rhg1 and Rhg4 being two loci that 
encode resistance to SCN, each of these loci encodes resistance to the same type of 
SCN, namely to SCN race 3 which is the same as Hg type 0 SCN (Lui et al. 2011; Afzal 
et al. 2012). One of the key differences between rhg1 and Rhg4 is the degree of 
resistance that these genes encode (Brucker et al. 2005; Kopisch-Obuch et al. 2005). 
Among the two genes, Rhg4 is the one that encodes greater resistance (Brucker et al. 
2005) and the gene that is the chief subject of this project. Unlike rhg1 gene, Rhg4 is a 
gene that certain G. max cultivars must have at least one allele of to exhibit full 
resistance to H. glycines (Brucker et al. 2005). Another key difference between rhg1 
and Rhg4 is that rhg1 has been known to be involved in recombination. It has been 
recently shown to be suppressing recombination (Afzal et al. 2012). At this point it is 
unknown if Rhg4 has this role, but this cannot be ruled out. 
Out of all the resistant lines that have been developed, few have been fully 
sequenced (Afzal et al. 2012). Among the most fully sequenced resistant lines or 
cultivars is the ‘Forrest’ cultivar that will be used extensively in this project. The other 
cultivars that will be used quite a bit in this project are the ‘Williams 82’ and the ‘Asgrow 
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3244’ cultivars. Both of these are lines that are susceptible to H. glycines (Afzal et al. 
2012). Both Williams 82 susceptible and Asgrow 3244 sequences will play critical roles 
in this project, however. If these sequences are taken into account, deletions in these 
sequences can be seen as well (Todd and Vodkin 1996; Tartuleva et al. 2002) ). This 
fact introduces another problem into this project as the resistant and the susceptible 
sequences may not align correctly during mapping. The traditional seed color of G. max 
is yellow (Todd and Vodkin 1993). This seed color results when the absence of 
accumulation of anthocyanidins is observed. The presence or absence of the 
accumulation of anthocyanidins is controlled by the I, or inhibitor of pigment release, 
locus. When the dominant alleles (I, ij or ik) are  expressed at this locus, accumulation 
of anthocyanidins does not occur and the seed takes on the yellow coat color. However, 
when the recessive I allele is expressed, the level of accumulation of anthocyanidins 
pigment is equal in all areas of the seed. The G. max lines where the recessive allele is 
expressed are homozygous recessive for the allele locus and their coat is self-colored 
(Todd and Vodkin 1993; 1996).  These alleles contain different short deletions of 38 bp 
to 25 kbp. 
A second locus that is mentioned whenever the seed coat color of G. max is 
being talked about is the R locus. It is this locus that controls the color of the seed coat 
in G. max lines homozygous recessive at the inhibitor locus (Todd and Vodkin 1993). In 
contrast to the inhibitor locus, when the dominant allele is expressed at the R locus, the 
coat color of the G. max seed is black (Todd and Vodkin 1993). It can be presumed that 
the Asgrow 3244 and the Williams 82 susceptible G. max lines have the dominant allele 
at the R locus expressed. Deletions in Rhg4 regions result in the seed coat color being 
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other than black and this absence of black seed coat color is seen in the Forrest 
soybean line. 
The origin of the Forrest cultivar was the Peking lineage of soybeans (Hartwigs 
and Epps 1973; Lightfoot et al. 2005; Liu 2009; Liu et al. 2011). Peking is a semi-wild, 
semi domesticated,  black seeded G. max. The presence of Rhg4 locus in the Peking 
cultivar is one of the links for this cultivar being the origin of the Forrest cultivar (Liu 
2009). It is thought that the Forrest cultivar arose from Peking lineage by insertions and 
deletions in rhg1 and Rhg4 loci in the soybean genome, as insertions and deletions or 
indels are present in this cultivar (Liu et al. 2011). In addition to Forrest, Peking lineage 
was the origin of other soybean cultivars (Hartwig 1981) and it was not long after the 
development of other SCN resistant cultivars began that the Forrest cultivar was 
produced. In fact, as the resistant cultivars were being developed from the Peking 
cultivar, Forrest cultivar was produced in the second set of developments, along with 
the related ‘Pickett 71’ cultivar. As both Forrest and Pickett (Pickett was produced 
during the first set of developments) cultivars showed resistance to SCN race 3 but 
were susceptible to SCN race 4, it is likely that the Pickett lineage was used in addition 
to the Peking lineage when the Forrest cultivar was being developed (Hartwig 1981).  
As the Forrest cultivar sequence was being obtained, it was constructed from two 
BAC libraries using BamHI and HindIII enzymes (Meksem et al. 2000). Each of the two 
libraries was constructed using only one of these enzymes. During the obtaining of the 
sequence of the Forrest cultivar, the construction of BAC libraries became a practical 
solution to putting the sequence together (Dekkar 2005). Though it is not as big as the 
Asgrow 3244 sequence, the Forrest cultivar sequence is over 80,000 nucleotides long, 
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making the construction of BAC libraries almost a necessity during sequencing. Due to 
the fact that there are the large number of small fragments of DNA in these cultivars 
would have made the process of ordering them into the sequences difficult otherwise 
(Dekkar 2005; Anonymous 2009; Anonymous [date unknown]).  Although the Forrest 
cultivar library and the BAC libraries for the Asgrow 3244 and the Williams 82 
susceptible cultivars were available, complete BAC libraries did not exist for either 
cultivar (Wu et al. 2004). Wu and his coworkers were the first group that created the 
complete BAC library of the Forrest cultivar. Effectively, this was not only the complete 
BAC library of the Forrest cultivar, but it also complemented the Forrest cultivar BAC 
library generated by Meksem and coworkers as the restriction enzymes used by 
Meksem’s group were different than those used by Wu’s group. As the BAC libraries 
created by the two groups complement each other, they expanded the number of clones 
used in creation of further BAC libraries and the extent to which the soybean genome 
can be further analyzed (Wu et al. 2004). This last point becomes of great interest to me 
in this project as it lies at the very core of it.  Creation of the BAC library of Forrest 
cultivar led Wu and coworkers to arrive at the physical map of the Forrest cultivar (Grant 
and others, 2008). Their physical map was later confirmed by Shultz and coworkers 
(Grant et al. 2008). 
The Williams 82 susceptible cultivar, on the other hand, arose largely through 
intracultivar genetic heterogeneity, undergoing intracultivar variation in the process, over 
the course of several generations (Haun et al. 2011). Intracultivar genetic heterogeneity  
occurs when the genetic variation persists from plant to plant and generation to 
generation within the same cultivar. In the case of Williams 82 susceptible cultivar, this 
7 
 
variation persisted over the course of several generations in the Williams cultivar. The 
parental cross through which the Williams 82 susceptible cultivar eventually arose was 
the cross between the Williams cultivar and the ‘Kingwa” cultivar. After this initial cross 
and the generation which resulted from it, six more generations passed before the 
generation that gave rise to the Williams 82 susceptible cultivar. This cultivar was then 
the final result of the BC6F3 generation resulting from ‘Williams’ and Kingwa parent 
lines. In other words, after the initial cross between Williams and Kingwa parent lines, 
four lines were combined together and the offspring from these four lines were first 
backcrossed with the William lineage before going through one generation of single-
seed descent (Haun et al. 2011). In the study done on the three cultivars by Haun and 
his group, the SNPs in Williams 82 cultivar that the group looked at were almost 
completely identical to the corresponding parts of the Williams lineage genome, with 
only small regions coming from the Kingwa lineage genome (2011). This finding once 
again points the William cultivar as being one of original parents of the Williams 82 
susceptible cultivar and suggests that very little of the Kingwa DNA was assimilated into 
the Williams 82 DNA with the exception of the third and seventh chromosomes which 
contain large regions of DNA that came from Kingwa parent (Haun et al. 2011). 
While not all the genes near or in the Rhg4 locus have had their functions discovered, 
the functions of several genes are known (CIG [date unknown]). Among these is CHS7, 
which is the seventh gene in the CHS family (Yi et al. 2010). The seven genes in this 
family regulate the expression of the chalcone synthase (EC 2.3.1.74) (SIB [date 
unknown]) enzyme (CHS) which catalyzes one of the beginning steps of the 
isoflavonoid synthesis and is the enzyme for which this family of genes is named. 
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Specifically, the product of the CHS7 gene suppresses the effect of the larger CHS 
enzyme encoding gene family. This is accomplished through the siRNA encoded by the 
CHS7 gene in a co-suppressive manner. The reason for the co-suppression is that 
CHS7 siRNA works in conjunction with the siRNA encoded by CHS8. This co-
suppression involves two closely related genes as the CHS7 and CHS8 genes share 97 
% of their sequences (Yi et al. 2010). RT-PCR analysis of the transcripts of CHS7 and 
CHS8 and the gene silencing during the accumulation of isoflavonoids in transgenic 
roots showed a large concentrations of these transcripts in the roots of G. max affected 
in isoflavonoid synthesis (Yi et al. 2010). 
As the three sequences used in this project will be translated from nucleotide into 
protein sequences for comparison of amino acid divergence, the expression atlas of 
RNA-Seq of soybean will become useful (Severin et al. 2010). Much of the usefulness 
of RNA-Seq expression atlas comes from the fact that it gives us a greater insight into 
the sites of function of the genes . As the RNA-Seq expression atlas looks at the 
expression of all transcribed genes, it gives the picture of transcriptome of those genes. 
Over the course of this study, a Z-score analysis proved to be useful in further 
understanding the expression patterns of the genes studied. It is expected that this 
analysis will allow for identification of other genes specific to certain tissues in RNA-Seq 
data (Severin et al. 2010). 
Much work has been done in the beginning stages of mapping of both rhg1 and 
Rhg4 loci (Meksem et al. 2001; Nguyen et al. 2011), but all the mapping of both loci that 
has been done thus far has been qualitative mapping or has been incomplete to some 
degree (Meksem et al. 2001; Brucker et al. 2005).  The identification of rhg1 and Rhg4 
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as the loci implicated in SCN resistance also came out of previous work (Weissman et 
al. 1992; Concibido et al. 1994; Webb et al. 1995; Chang et al 1997; Lewers et al. 2001; 
Meksem et al. 2001; Kopisch-Obuch et al. 2005). While work is in progress to fully map 
and annotate (and therefore determine cause of resistance) rhg1 locus (Afzal et al. 
2012; Srour et al. 2012), very little in terms of the cause of resistance has been 
discovered about the Rhg4 locus as shown above. Although a map of the molecular 
markers in and surrounding this locus has been constructed (Meksem et al. 2001; Liu et 
al. 2011), the Rhg4 locus has not been fully defined yet, much less annotated. 
The difficulty in fully mapping the Rhg4 locus and the molecular markers 
associated with it arises out of the distance between this locus and I locus (Wu et al. 
2011). The distance between these loci is less than 1 cM (Weissman et al. 1992; 
Lewers et al. 2001). It is this relatively small genomic distance between the loci that 
makes it difficult to map the Rhg4 locus relative to the I locus at high resolution due to 
the interference of deletions, insertions and repeats on recombination events occurring 
at meiosis (Wu et al. 2011). For both rhg1 and Rhg4 loci, both mapping and annotation 
are necessary to fully elucidate the causes and secrets of resistance to SCN. Genetic 
mapping alone may not be sufficient to reveal this (Lewers et al. 2002). The annotation 
to date has shown extensive duplication that has taken place in BAC 56G2, the BAC 
where Williams 82 Rhg4 susceptible sequence is located (Lewers et al. 2002).  
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OBJECTIVES AND HYPOTHESIS 
The major goal of this study was to discover the cause of resistance of G. max to SCN. 
In order to accomplish this goal, the following objectives were set: 
1. More completely map the Rhg4 locus and annotate it. 
2. Determine the sequence and cause of resistance. 
 I propose that it is the deletions in Rhg4 region of the Peking cultivar that form the basis 
of resistance and are the cause of resistance to SCN. Alternatively, deletions in Rhg4 
region of the Asgrow 3244 and Williams 82 susceptible sequences may not be the 
cause of resistance to SCN. However, as this seems less likely, I am taking this as my 
null hypothesis. 
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CHAPTER 2 
MATERIALS AND METHODS 
2.1 Materials 
Over the course of the project, sequences from three soybean cultivars and 
several different annotation tools were used. The three sequences were Forrest, 
Asgrow 3244 and Williams 82. Among these sequences, only the Forrest sequence was 
the sequence corresponding to a resistant cultivar, and Asgrow 3244 and Williams 82 
sequences were sequences of the cultivars susceptible to SCN. As it was critical to 
have the lowest amount of heterozygosity  in each of the sequences, only the BAC 
derived sequences of each of the cultivars were used, where possible, and especially in 
the final stages of this project. 
The tools and programs that were used in this project are ClustalW, different 
BLAST programs (BLASTn, tBLASTx, tBLASTn, and BLASTp), Needleman-Wunsch, 
and the ORF Finder at NCBI (EMBL-EBI 2015; McGinnis and Madden 2004; Ye et al. 
2006; Johnson et al. 2008; Wheeler et al. 2003). Though ClustalW and BLASTn are 
similar to each other in terms of what they do and how they would work in the project, 
when used during the appropriate stages of the project, they each showed us 
something the other program could not. BLASTn, in particular, was key in this project 
moving forward at one point. During the annotation part of this project, GeneMark.hmm 
(Lukashin and Borodovsky 1998) and BLASTp (Johnson et al. 2008) were the programs 
used. 
2.2 Generation of Sequences 
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Of the three cultivar sequences used in this project, one sequence, from Forrest 
cultivar, was provided by Dr. Lighfoot. The generation of the Forrest sequence from 
Forrest cultivar was done in steps (Meksem et al. 2000) as the sequence was 
assembled from the individual BACs in which the cultivar was sequenced. 
The sequences from the two remaining cultivars were obtained from GenBank 
and Standard Nucleotide BLAST (McGinnis and Madden 2004; Ye et al. 2006; Johnson 
et al. 2008). The generation of the Asgrow 3244 sequence was done using BACs by 
Monsanto Inc and deposited at GenBank (Hauge et al. 2007) in the pat database. 
Knowing the accession number of the Asgrow 3244 sequence (GP062386) helped 
obtain 513509 bp of sequence through GenBank. 
The beginning of the generation of the Williams 82 was performed in Phytozome. 
The generation of the Williams 82 was performed in Standard Nucleotide BLAST. The 
nucleotide BLAST program at NCBI was run to differentiate between the two files 
containing the Forrest sequence. The alignment of each of the files containing the 
Forrest sequence separately gave the accession number of the BAC Williams 82 
sequence. It was the accession number of the BAC Williams 82 sequence that was 
used in the alignments. 
2.3 Multiple alignment 
After obtaining each of the sequences, the Asgrow 3244 sequence and the 
Williams 82 susceptible sequence were the two sequences that were compared to the 
Forrest reference sequence during multiple alignment. Multiple alignment was first done 
using Kalign alignment tool, developed by Lassmann and Sonnhammer (2005). In the 
process, Forrest cultivar sequence was used as the query or reference sequence and 
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the Asgrow 3244 sequence and the Williams 82 susceptible sequence was used as 
subject sequences to be aligned with the Forrest sequence. Prior to beginning the 
multiple alignment, the files containing the Asgrow 3244 and the Williams 82 susceptible 
sequences in addition to the Forrest sequence were merged into one file and the 
sequences were separated by arrow bars both at the beginning and at the end of each 
sequence to allow BLAST to distinguish between the sequences. As Kalign looked to be 
less able to differentiate between the reference (or the Forrest sequence) and the 
sequences being compared to it (Asgrow 3244 and Williams 82 susceptible sequences), 
multiple alignment was completed using programs such as MUSCLE or nucleotide 
BLAST to confirm the results of the multiple alignment done by Kalign. In its nature, 
Kalign is similar to MUSCLE in that both programs produce fast and accurate 
alignments. However, Kalign does have certain pitfalls and it is these pitfalls that 
warrant the use of other multiple alignment programs to confirm the alignment that will 
be done by Kalign.  
As it turned out, Kalign had quite a few pitfalls with doing the multiple alignment. 
These pitfalls led to considering another alignment program to do the multiple 
alignment. The final multiple alignment of the nucleotide sequences was done using 
ClustalW (EMBL-EBI 2015). While using ClustalW, the sequences to be aligned were 
put into the program from individual files containing each sequence. Although ClustalW 
inverted the order in which it displays the aligned sequences, all of the sequences were 
differentially labeled, enabling the analysis of the alignment to be done easier. 
As BLAST and ClustalW were not showing us what we wanted in the alignments, 
a possibility of gaps in the sequences and the alignments arose and these gaps would 
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be the cause of why it was hard to get BLAST to display the alignment as one section. 
So, Needleman-Wunsch was used to line-up the alignment. Needleman-Wunsch 
(Needleman and Wunsch 1970) is a tool used to do global sequence alignments. Even 
then, when the Forrest B100B10 BAC sequence and the Williams 82 56G2 BAC 
sequence were used as the input sequence for Needleman-Wunsch, the program would 
not work. It was only when the sequence subrange was set to 10 kb or less for both the 
Forrest BAC sequence and the Williams 82 BAC sequence that Needleman-Wunsch 
was able to line-up the alignment. 
After getting alignment lined-up, trimming the Williams 82 56G2 BAC sequence 
to the length of Forrest + 90 kb and doing alignments with the trimmed Williams 82 
56G2 BAC sequence and Forrest as well as the untrimmed Williams 82 56G2 BAC 
sequence, starting from where the trimmed sequence ends, and Forrest was useful in 
finding the Rhg4 region. 
2.4 Searching for genes 
Once we had found the region, pairwise alignments and ORF Finder were used 
to search for genes and for what could be genes in the Rhg4 region. The pairwise 
alignments were done using BLASTn, tBLASTx, and tBLASTn (McGinnis and Madden 
2004; Ye et al. 2006; Johnson et al. 2008 ) using the Forrest B100B10 BAC DNA 
sequence and the nr database, limiting the search to G max. The reason for this was to 
see what known genes, if any, could align with the Forrest B100B10 BAC DNA 
sequence. The ORF Finder at NCBI (Wheeler et al. 2003) complemented these BLAST 
searching by showing what other genes may be encoded in the Forrest B100B10 BAC 
DNA sequence and where they may be located. 
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2.5 Annotation 
GeneMark.hmm and BLASTp were used in annotating the Forrest B100B10 BAC 
sequence. GeneMark program are used to predict the genes that are encoded by or are 
located in the locus of the sequence being studied. With annotation, GeneMark.hmm 
was used to predict the genes that are located on the Forrest B100B10 sequence using 
the GFF mechanism of the program and having GeneMark.hmm give the protein 
sequences as part of the output. BLASTp was then used to see what the genes 
predicted by GeneMark.hmm aligned with and to look for the possible amino acid 
changes in the protein sequence, which were needed in order to be able to tell what 
SNPs change amino acids. 
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CHAPTER 3 
RESULTS AND DISCUSSION 
3.1 Multiple alignment 
As Forrest is the resistant lineage of soybean being used in this project and 
Williams 82 and Asgrow 3244 are both susceptible cultivars being used in the project, 
all the insertions and deletions were looked at in Forrest as it compares to both 
susceptible cultivars and to either of the susceptible cultivars as was the case in the 
region of alignment where Williams 82 and Asgrow 3244 overlap. This was the region 
between 96,315 bp and 103,304 bp if the Asgrow 3244 base positions are used as 
reference. Using Forrest base positions this region becomes 850 bp to 7466 bp. 
3.1.1 Longer insertions and deletions 
When considering the sequences from Forrest and Williams 82 cultivars in the 
region of alignment between the two sequences, deletions in the Forrest sequence 
compared to the Williams 82 sequence became more interesting than insertions. This is 
because it is in the deletions that we find a protein coding region (96749 – 101558 bp). 
Interestingly enough, almost a thousand base pairs into this 1603 amino acid-long 
protein, there is a three base pair deletion in Forrest that does not correspond to any 
codon. Out of the 1603 amino acids in this protein, nineteen amino acids were deleted 
from Forrest in the process of the Forrest cultivar becoming resistant to SCN. Moreover, 
sixteen of the nineteen deleted amino acids are not only nonpolar but also hydrophobic. 
This suggests that this protein lies somewhere in one of the membranes in the cells of 
the soybean plant. Likewise, when we consider the percentage of As and Ts in each 
deletion and the percentage of Gs and Cs in each deletion (shown in the table 1 below), 
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more than sixty percent of the deletions where codons have been deleted from the 
Forrest cultivar end up being more AT rich than GC rich. 
Table 1, list of the deletions in the Forrest-Williams 82 protein-coding region and the 
percentage of AT or GC that is present in each deletions. The deletions, which are 
indicated in column 1 by number, all come from the Forrest sequence compared to the 
Williams 82. Columns 2 and 3 show the starting and ending base position of each 
deletions and while the numbers in columns 2 and 3 correspond to the base positions in 
Asgrow, they are of use as this sequence overlaps with Williams 82 in this region. 
Number Start End Length % AT % GC Codon 
1 96623 96625 3 33 67 TGG 
2 96634 96636 3 66.7 33.3 GAA 
3 96749 96751 3 66.7 33.3 ATG start 
4 96877 96879 3 33 67 GGT 
5 96985 96987 3 67 33 TTG 
6 97123 97125 3 67 33 CTA 
7 97168 97170 3 67 33 ATT 
8 97274 97276 3 67 33 GTA 
9 97725 97727 3 66.7 33.3 not a codon 
10 98135 98137 3 66.7 33.3 TAC 
11 98409 98411 3 66.7 33.3 CAT 
12 98554 98556 3 33.3 66.7 CAC 
13 98680 98682 3 33.3 66.7 CAG 
14 99114 99116 3 33.3 66.7 AGC 
15 99127 99129 3 100 0 TTT 
16 99379 99381 3 33.3 66.7 GTG 
17 100089 100091 3 33.3 66.7 GGA 
18 100655 1000657 3 33.3 66.7 GGA 
19 101159 101161 3 66.7 33.3 TTC 
20 101256 101258 3 33 67 GAG 
21 101322 101324 3 100 0 ATT 
22 101337 101339 3 66.7 33.3 GTA 
23 101436 101438 3 66.7 33.3 CTT 
24 101556 101558 3 100 0 TAA stop 
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Outside of the protein-coding region in the stretch of DNA where Forrest and 
Williams 82 align, this becomes a pattern. When we look at the deletions in this stretch 
of DNA and the percentage of AT vs. GC in the deletions, we see that most of the 
deletions in this region are AT rich as 99.8% of these deletions are AT rich. This leads 
to the possibility of these deletions resulting from transformation being used in the 
process of making Forrest cultivar resistant to SCN. The table 2 and figure 1 below 
show the deletions and how AT rich they are over the entire Forrest-Williams 82 region. 
Table 2, lists the deletions in the entire Forrest-Williams 82 region and the percentage 
of AT or GC that is present in each deletion. The deletions, which are indicated in 
column 1 by number, all come from the Forrest sequence in comparison to the Williams 
82. Columns 2 and 3 show the starting and ending base position of each deletions and 
while the numbers in columns 2 and 3 correspond to the base positions in Asgrow, they 
are of use as this sequence overlaps with Williams 82 in this region. Column 4 shows 
the length of each deletion and was the basis of sorting the values of the table for the 
graph. Column 5 shows how AT rich each of the deletions is while the percentage of 
how GC richness each deletion is shown in column 6. 
Number Start End Length % AT % GC 
1 96623 96625 3 33 67 
2 96634 96636 3 66.7 33.3 
3 96749 96751 3 66.7 33.3 
4 96877 96879 3 33 67 
5 96985 96987 3 67 33 
6 97123 97125 3 67 33 
7 97168 97170 3 67 33 
8 97274 97276 3 67 33 
9 97725 97727 3 66.7 33.3 
10 98135 98137 3 66.7 33.3 
11 98409 98411 3 66.7 33.3 
12 98554 98556 3 33.3 66.7 
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Table 2 (Continued)   
  13 98680 98682 3 33.3 66.7 
14 99114 99116 3 33.3 66.7 
15 99127 99129 3 100 0 
16 99379 99381 3 33.3 66.7 
17 100089 100091 3 33.3 66.7 
18 100655 1000657 3 33.3 66.7 
19 101159 101161 3 66.7 33.3 
20 101256 101258 3 33 67 
21 101322 101324 3 100 0 
22 101337 101339 3 66.7 33.3 
23 101436 101438 3 66.7 33.3 
24 101556 101558 3 100 0 
25 101999 102001 3 100 0 
26 102046 102048 3 66.7 33.3 
27 102253 102255 3 100 0 
28 102727 102729 3 67 33.3 
29 103201 103203 3 66.7 33.3 
30 101890 101893 4 50 50 
31 96436 96439 4 25 75 
32 96792 96795 4 50 50 
33 97640 97644 4 60 40 
34 97903 97906 4 75 25 
35 98216 98219 4 25 75 
36 98424 98427 4 25 75 
37 98647 98650 4 50 50 
38 98662 98665 4 75 25 
39 98938 98941 4 50 50 
40 99183 99186 4 60 40 
41 99800 99804 4 40 60 
42 100034 100037 4 75 25 
43 101092 101095 4 50 50 
44 101105 101108 4 50 50 
45 101293 101296 4 100 0 
46 101924 101927 4 50 50 
47 101946 101949 4 50 50 
48 102124 102127 4 50 50 
49 102231 102234 4 50 50 
50 103126 103129 4 50 50 
51 96314 96318 5 40 60 
52 96447 96451 5 100 0 
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Table 2 (Continued)   
  53 97284 97288 5 60 40 
54 97315 97319 5 60 40 
55 97411 97415 5 80 20 
56 97864 97868 5 80 20 
57 97965 97969 5 60 40 
58 98330 98334 5 0 100 
59 98704 98708 5 60 40 
60 98752 98756 5 80 20 
61 98881 98885 5 60 40 
62 100834 100838 5 40 60 
63 101391 101395 5 60 40 
64 101527 101531 5 60 40 
65 101690 101694 5 60 40 
66 102389 102393 5 80 20 
67 102423 102427 5 80 20 
68 102990 102994 5 100 0 
69 97196 97201 6 83.3 16.7 
70 97970 97975 6 83.3 16.7 
71 97985 97990 6 66.7 33.3 
72 98715 98720 6 66.7 33.3 
73 103174 103179 6 66.7 33.3 
74 97253 97259 7 85.7 14.3 
75 97336 97342 7 57.1 42.9 
76 97813 97819 7 57.1 42.9 
77 101303 101309 7 100 0 
78 101580 101586 7 100 0 
79 96378 96385 8 75 25 
80 96465 96472 8 75 25 
81 97385 97392 8 75 25 
82 97710 97717 8 50 50 
83 98381 98388 8 25 75 
84 100609 100616 8 50 50 
85 101673 101680 8 87.5 12.5 
86 101982 101989 8 75 25 
87 96402 96410 9 22.2 77.8 
88 96981 96989 9 87.5 12.5 
89 98121 98129 9 55.6 44.4 
90 98617 98625 9 27.8 72.2 
91 100780 100788 9 66.6 33.4 
92 101265 101273 9 88.9 11.1 
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Table 2 (Continued)   
  93 101281 101289 9 66.7 33.3 
94 97268 97277 10 60 40 
95 100710 100719 10 90 10 
96 101444 101453 10 60 40 
97 97678 97688 11 81.2 18.8 
98 101535 101545 11 81.8 18.2 
99 102951 102962 12 75 25 
100 96330 96343 14 46.2 53.8 
101 102885 102898 14 14.3 85.7 
102 97474 97488 16 50 50 
103 96850 96866 17 68.8 31.2 
104 98584 98600 17 68.8 31.2 
105 99412 99429 18 94.1 5.9 
 
The information in table 2 is then depicted visually in figure 1 shown below.
 
Figure 1. This figure shows the percentage of AT per deletion when looking at deletions 
in Forrest compared to Williams 82 and Asgrow 3244. 
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SNPs, or single nucleotide polymorphisms, occur in aligned DNA sequences 
when a single nucleotide has been inserted into a sequence compared to the other 
sequences used in a particular alignment. In the same manner, SNPs also occur with 
deletions in one sequence relative to the other sequences in the alignment. When we 
look at the entire alignment of the three sequences, we see that the distribution of SNPs 
forms a more or less bell-shaped curve in that the number of SNPs increases as we 
move through the Forrest-Williams 82 stretch of aligned DNA but begins to decrease as 
we move to the stretch of DNA where it is aligned with only Asgrow 3244. . In the same 
region (through the 92.5% of the region of DNA where the Williams 82 sequence and 
the Asgrow 3244 sequence align), it is interesting that the number of the insertions and 
deletions in SNPs differ by the type of nucleotide (whether a nucleotide is a purine or a 
pyrimidine). While many SNPs that are insertions are found in pyrimidine nucleotides, 
the opposite is seen with the SNPs that are deletions. Compared to the SNPs that are 
insertions, most SNPs that are deletions are in the purine nucleotides, as shown in the 
table 3 below. 
Table 3, comparing the number of SNPs that are deletions and the number of SNPs that 
are insertions by the type of nucleotide (purine vs. pyrimidine). Column 1 shows the 
number of SNPs that are deletions of each of the nucleotides while column 2 shows the 
number of SNPs that are insertions of each of the nucleotides. The first two rows show 
the purine nucleotides. The last two rows in the table show the pyrimidine nucleotides.
  
Deletions Insertions 
A 19 14 
G 15 12 
T 16 18 
C 19 20 
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SNPs can also be found where in one sequence there is one nucleotide and in 
the same place in another sequence there is another nucleotide. When the alignment of 
Forrest B100B10 BAC DNA sequence and Williams 82 56G2 BAC DNA sequence was 
analyzed, there were 508 SNPs that are result of a single nucleotide substitution. 
We see that there is great diversity between the Forrest B100B10 BAC DNA 
sequence and the Williams 82 56G2 BAC DNA sequence. Graphically, we see that in 
the alignment between the Forrest B100B10 BAC DNA sequence and the Williams 82 
56G2 BAC DNA sequence the two sequence appear to align well, as seen in the figure 
2 below. 
 
Figure 2. This figure shows the alignment between the Forrest B100B10 BAC DNA 
sequence and the Williams 82 56G2 BAC DNA sequence that has been trimmed to the 
length of the Forrest B100B10 BAC DNA sequence + 90bp. In this figure Forrest 
B100B10 BAC DNA sequence is the Query sequence on the X-axis and the Williams 82 
56G2 BAC DNA sequence is the Query sequence on the Y-axis. 
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When it comes to analyzing this alignment, BLAST shows the alignment as sections, 
leading to the possibility of gaps and the need for Needleman-Wunsch. 
3.1.3 Different parameters in multiple alignment 
In order to get BLAST to show the alignment of all three sequences as one 
alignment, changes to parameters in alignment were made. While these changes gave 
fewer sections in alignment when two-way alignment between Forrest and Williams 82 
was done, with three-way alignment BLAST continued to display the alignment as two 
separate two-way alignments. At this point it started becoming clear that the gaps in the 
sequences when the alignment was done were a problem and the decision was made 
to do Needleman-Wunsch to line-up the alignment. 
3.1.4 Needleman-Wunsch 
Needleman-Wunsch is a program that is used to line-up complicated sequences. 
Since this program had trouble doing this with three sequences, we decided to leave 
Asgrow 3244 sequence out of the alignment and use Forrest and Williams 82 in 
Needleman-Wunsch. After a couple of attempts, it turned out that Needleman-Wunsch 
cannot handle large sequences and so for future attempts the Query and Subject 
sequence subrange was set for Forrest and Williams 82 sequences, respectively. With 
the subrange for the Query and Subject sequences set to 10 kb the first nine times and 
then to 1336 bp the tenth time (first run of Needleman-Wunsch being from 1 bp to 
10,000 bp, second run being from 10 kb to 20 kb, third run being from 20 kb to 30 kb, 
fourth run being from 30 kb to 40 kb, fifth run being from 40 kb to 50 kb, sixth run being 
from 50 kb to 60 kb, seventh run being from 60 kb to 70 kb, eighth run being from 70 kb 
to 80 kb, ninth run being from 80 kb to 90 kb, and tenth run being from 90 kb to 94,336 
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bp), the Needleman-Wunsch was able to line-up the alignment. We previously saw 
many InDels in the Forrest-Asgrow 3244-Williams 82 alignment in the beginning of the 
region where Forrest and Williams 82 align and Needleman-Wunsch showed why the 
InDels were in this region and why regular BLAST programs had trouble displaying the 
alignment as one section. Between 1 and 200 bp, 201 and 400 bp, 1 and 1000 bp, 
90,001 and 94,336bp there were many gaps in the alignment, as seen in Figures 3 ,4, 
5, and 6, respectively. 
 
Figure 3. The plot of the alignment of Forrest and Williams 82 BAC sequences from 1bp 
to 200 bp. 
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Figure 4. The plot of the alignment of Forrest and Williams 82 BAC sequences from 201 
bp to 400 bp. 
 
Figure 5. The plot of the alignment of Forrest and Williams 82 BAC sequences from 1 
bp to 1000 bp. 
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Figure 6. The plot of the alignment of Forrest and Williams 82 BAC sequences from 
90,001 bp to 94,336 bp. 
3.1.5 Taking a second look at multiple sequence alignment 
After seeing the Needleman-Wunsch alignment between Forrest and Williams 
82, it was decided to do the multiple sequence alignment again. This time, it was 
decided to focus on the Forrest and Williams 82 sequences and do a pairwise alignment 
instead of the multiple sequence alignment. 
3.2 Finding the Rhg4 region 
At this point we knew that the Rhg4 region was located on chromosome #8 in the 
soybean genome and that it had to be present in both Forrest and Williams 82 cultivar 
sequences. However, the exact location of the Rhg4 region was unknown at this point. 
When the time came for finding this region, alignment proved helpful. Using the trimmed 
and untrimmed version of the Williams 82 BAC sequence, the Query Coverage 
percentages were compared. For the alignment of Forrest as the Query Sequence and 
the trimmed Williams 82 BAC sequence as the Subject Sequence, the Query Coverage 
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was 97% while for the alignment of Forrest as the Query Sequence and the untrimmed 
Williams 82 BAC sequence (starting from the point in the Williams 82 BAC sequence 
where Forrest sequence would end) as the Subject Sequence, the Query Coverage was 
only 3%. This signaled that the majority of the Rhg4 region, and especially the part of 
the Rhg4 region that contains resistance, is located on the length of the Forrest 
sequence and the equivalent length on the Williams 82 BAC sequence, but Rhg4 region 
extends into the part of the Williams 82 BAC sequence that has no equivalent portion in 
the Forrest sequence. 
3.3 Looking for genes 
3.3.1 Serine hydroxymethyltransferase 
After finding the region a BLAST search was performed using Forrest B100B10 
BAC as the Query Sequence using BLASTn in the nr database and also limiting the 
search to G. max. This was done to see what genes, if any, parts of the Forrest 
B100B10 BAC sequence resemble. One of the alignments shown this way was a close 
alignment between the Forrest B100B10 BAC sequence and the serine 
hydroxymethyltransferase (EC 2.1.2.1) (SIB [date unknown]) gene. There is strong 
indication that this may be the gene at the beginning of the Forrest B100B10 BAC 
sequence that we saw in Table 1 as in the pictoral representation of the aligned 
sequences with Forrest it was shown to be on the beginning of the Forrest sequence 
(first hit on third row), as can be seen in Figure 7 below. 
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Distribution of 200 Blast Hits on the Query Sequence  
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
     
 
     
 
     
 
     
 
     
 
     
 
   
 
 
 
 
 
 
 
 
 
 
 
  
 
   
  
 
 
   
 
   
 
         
 
   
 
 
         
 
 
 
 
 
     
 
   
 
         
 
   
 
 
           
 
 
 
  
 
       
 
   
 
 
           
 
       
 
           
 
       
 
          
 
   
 
       
 
         
 
   
 
           
 
 
 
         
 
 
 
       
 
 
 
       
 
 
 
 
 
     
 
 
 
       
 
         
 
   
 
   
 
   
 
   
 
   
 
   
 
   
 
   
 
   
 
   
 
   
 
   
 
   
 
   
 
   
 
   
 
   
  
Figure 7. The results of the BLAST search using Forrest B100B10 BAC sequence as 
the Query Sequence and nr database, with G. max entered as the organism are shown. 
The serine hydroxymethyltransferase gene shows up in this pictoral representation as 
the first colored block on the third row. 
3.3.2 ORF Finder 
At the beginning of the analysis for this project a question that came up was how 
many of the deleted or inserted codons (from Table 1) were in the coding region(s). 
Thus, the ORF Finder at NCBI was used to try to get at the answer. As the Forrest 
B100B10 BAC sequence was the sequence from the resistant cultivar and we wanted to 
know how many of the deleted or inserted codons were in coding region(s) of the 
Forrest cultivar, it was the Forrest B100B10 BAC sequence that was used in the ORF 
30 
 
Finder. In total, the ORF Finder found 327 open reading frames, six of which are greater 
than 1000 bp in length as shown in Table 4. 
Table 4, showing the biggest possible open reading frames found by the ORF Finder at 
NCBI. The first column shows the shift in open reading frame. The second column 
shows the starting and ending points of the open reading frame and the third column 
shows the length of the open reading frame. 
Frame 
 
from 
 
to Length 
-3  75072 .. 77528 2457 
-1  35243 .. 37078 1836 
-1  83975 .. 85411 1437 
-2  1441 .. 2757 1317 
+3  37980 .. 39182 1203 
-2  11362 .. 12408 1047 
 
It should be noted that the open reading frame shown in the fourth row of Table 5 has 
length that is similar to the length of the serine hydroxymethyltransferase mRNA (1317 
bp being the length of the open reading frame and 1416 bp being the length of the 
mRNA). This ORF would be a candidate for the serine hydroxymethyltransferase gene. 
3.4 Annotation 
At this point, we knew what genes are expected to be located in the Forrest 
B100B10 BAC DNA sequence. What was unknown was which SNPs, if any, cause 
change in the amino acid sequence. To find this, GeneMark.hmm and then BLASTp 
were used. After finding ten predicted genes in the Forrest B100B10 BAC DNA 
sequence, BLASTp was then used to see possible alignment of the proteins encoded by 
those genes and any amino acid changes. While GeneMark.hmm predicted ten genes 
within the Forrest B100B10 BAC DNA sequence, there are nine genes in the Forrest 
B100B10 BAC DNA sequence, as genes 2 and 3 are one gene. In contrast to the large 
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number of SNPs that were found in the Forrest B100B10 BAC DNA sequence that are 
the result of single nucleotide substitutions, the number of amino acid changes and the 
number of SNPs in the coding region were 56 and 40, respectively. The results of the 
GeneMark.hmm prediction of genes in the Forrest B100B10 BAC DNA sequence and 
BLASTp, along with the SNPs and amino acid changes are shown in table 5. 
Table 5. Table showing the SNPs that result from single nucleotides substitutions and 
the changes in amino acids they cause, along with the genes these SNPs are expected 
to be located in. Red letters indicate insertion and blue letters indicate deletion. (The 
information in this table is up to date as of August 14, 2015.) 
Gene 
# Gene name Strand Start End SNPs Amino Acid changes 
1 Serine hydroxymethyltransferase - 1441 2757 1593 A to T 
GNIYRIGSLPSGFDLL 
QMSINLTCSLCDCFA 
2 Adenosylhomocysteinase + 10044 12138 no substitutions 
V238F, M239D, S240N,  
F242Y, P243G, CRHSL,  
L24G6, V247L, SFLC 
3 
Predicted heat stress transcription  
factor A-5-like isoform X2 - 20983 21828 no substitutions no amino acid changes 
4 Unknown Glycine max gene + 25127 25432 no substitutions 
R10F, K11P, T12Q, 
Y13T, V14I, G15D, 
A19S, A22T, K24E, 
V25I, L28F, R32G, 
E33K, K34E, E35R, 
A36D, S37G, G40S, 
R41D, P43G,  
H44D, E46K, V49T, 
G50A, G51T, R54T, 
N55D, V57R, V58I, 
G59S, G60V, G61A, 
I62V, V63F, L66I, G68T, 
L69F, E70F, K71Q, 
R75H,  
T7R6, T77N, G79T, 
L80R, W81T, R82V, 
T83L, H85R 
5 
Predicted putative pentatricopeptide  
repeat-containing protein At1g12700  
mitochondrial isoform X2 - 35243 36895 no substitutions no amino acid changes 
6 
Predicted microfibrillar-associated  
protein 1 + 37980 39182 
38375 G to A, 38436 G to 
C, 38459 G to A no amino acid changes 
7 
Receptor-like kinase,  
Leucine-rich repeat receptor-like 
kinase - 73853 74395 73866 G to A no changes 
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Table 5 (Continued) 
8 
Leucine-rich receptor-like kinase,  
Rhg4-like receptor kinase, receptor-
like kinase - 75072 77252 
76596 A to T, 77124 C to 
A G722A 
9 
Predicted anthocyanidin 3-O-glucoside  
5-O-glucosyltransferase 1-like - 83975 85411 
84209 T to C, 84232 C to 
T,  84239 G to C, 84242 C 
to T, 83245 C to A, 84251 
G to T, 84257 C to T, 
84260 A to G,  
84265 T to A, 84279 G to 
A, 84287 T to G, 84290 A 
to C, 84302 A to C, 84308 
T to C, 84326 C to A, 
84335 T to C, 84337 T to 
C, 84340 A to C, 84386 C 
to A, 84395 T to C,  
84397 T to A,  84416 T to 
C, 84504 C to G, 84520 G 
to T, 84534 A to G, 84552 
T to A, 84563 A to C, 
84574 C to T, 84584 C to 
G, 84589 T to C, 84590 C 
to G, 84611 T to C, 84621 
T to C no amino acid changes 
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CHAPTER 4 
CONCLUSION 
Even before 1932, SCN or soybean cyst nematode (H. glycines) was known to 
be a pathogen to soybean, Glycine max L. Merr. in Japan (Smolik and Draper [rev 
2007]). In 1954, it has been found in soybean fields in the U.S. Since then it has 
become a major problem for soybean fields, not just in the U.S., but in many other 
countries where G. max is grown (Yu [date unknown]).  
Once infestation of H. glycines has taken place in a soybean field, it is one of 
most destructive pests of Glycine max L. Merr. (Matthews 2004). In soybean cultivars 
susceptible to the soybean cyst nematode, it is not uncommon for H. glycines to reduce 
the yield of Glycine max L. Merr. by 30 to up to 80% (Smolik and Draper [rev 2007];  
UIPC 2015). Adding to the problem is the fact that once a field or even a portion of the 
field has been infected by the soybean cyst nematode, the infection and infestation 
cannot be eliminated from the field completely, but can only be controlled and managed 
(Tylka [rev 1994]). 
Soybean cyst nematode is a problem in/on soybean fields (that needs to be 
controlled) and there are methods in existence to control SCN infestations (Koenning 
2000). The main control strategy is doing crop rotation in soybean fields that have been 
infested with SCN. This involves alternating planting of soybean crop and crops that not 
hosts to SCN in the fields that are infested by SCN. While crop rotation as a control 
strategy for managing infestation of SCN on soybean fields is done with susceptible 
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Glycine max L. Merr. cultivars and can be done with the use of Glycine max L. Merr. 
cultivars that are resistant to H. glycines (Koenning 2000), chemicals and planting of 
resistant to SCN cultivars are also used as control strategies (Koenning 2000; UIPC 
2015). While planting of resistant cultivars is less time consuming than the crop rotation 
strategy, it nevertheless takes time as resistant cultivars need to be generated (UIPC 
2015). The chief problem here is that SCN races evolve to keep up with the generating 
of resistant soybean cultivars (Afzal et al. 2011). Therefore these strategies are not as 
effective as they needed to be.  
Also at work here is that not all loci on the Glycine max L. Merr. chromosomes 
contain genes that code for resistance against H. glycines. The two major loci that are 
mentioned when resistance to H. glycines is being discussed are rhg1 and Rhg4 (Liu et 
al, 2011). Both rhg1 and Rhg4 encode resistance to SCN race 3 or Hg type 0 SCN (Lui 
et al. 2011; Afzal et al. 2012). However, the degree of resistance encoded by the two 
loci differs between them (Brucker et al. 2005; Kopisch-Obuch et al. 2005). It is the 
Rhg4 locus, which was the subject of this project, that encodes greater resistance and 
the locus that in certain Glycine max L. Merr. cultivars is required for resistance to H. 
glycines (Brucker et al. 2005). With genetics seemingly being the key to the best 
management of SCN infestations on soybean fields, we needed to know the cause of 
resistance to SCN in soybean. This was what we set out to find in this project. 
Forrest cultivar sequence resistant to H. glycines and the susceptible Asgrow 
3244 and Williams 82 cultivar sequences were used in this project (Afzal et al. 2012). 
When these cultivar sequences are looked at, deletion in these sequences can be seen 
(Todd and Vodkin 1996). The deletions present in these cultivar sequences can cause 
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the cultivar sequence to not align correctly when mapping is done.  This presented 
problems in the approach leading to it not being straightforward and both setbacks and 
difficulties were encountered along the way. This was partially due to the nature of the 
DNA sequences in the cultivars and how while with Forrest and Asgrow 3244 we were 
dealing with BAC that had a single allele or sequence each, with Williams 82 things 
were not as easy. This is because Williams 82 cultivar is very heterologous in how it 
arose genetically (Haun et al. 2011). In the beginning, regular BLAST would not work 
with three sequences and when we tried using it with two sequences, BLASTn search in 
BLAST would display the alignment in sections, often disconnected from each other. 
Multiple sequence alignments and Needleman-Wunsch Global Alignments as well as 
BLAST (once we got it to work) ended up being key tools in the project. 
The presence of the possibility of a deleted peptide when looking at the 
alignment of Forrest and Williams 82 was noted immediately. In the beginning 
alignments, when looking at insertions in Forrest compared to Williams 82 and Asgrow 
3244, the size of insertions in Forrest stuck out. Given the nature of these insertions and 
the alignments themselves, a thought and possibility about transposons being 
responsible for introducing resistance was something that we could not rule out. This is 
especially true with susceptible Williams 82 cultivar considering the heterogeneity in 
Williams 82 cultivar and the way BAC sequences are typically constructed. 
When the number of single nucleotide substitutions that result in SNPs  and the 
number of amino acid changes are considered, 7.8% of SNPs that are single nucleotide 
substitutions are in the coding region, suggesting the possibility of purifying selection 
being at work when resistance to H. glycines arose in the Forrest cultivar. 
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Looking at the Rhg4 region globally, we see nine genes, four of which are genes 
with predicted function (heat stress transcription factor A-5-like isoform X2, putative 
pentatricopeptide repeat-containing protein At1g12700 mitochondrial isoform X2, 
microfibrillar-associated protein 1, and anthocyanidin 3-O-glucoside 5-O-
glucosyltransferase 1-like). What was interesting, but perhaps not surprising is that all of 
these are not located on one strand of DNA, but are located on both strands of DNA, 
with most being located on the minus strand of DNA. We can see this graphically in the 
figure 8 below, where if we look at the Rhg4 locus as if all of the open reading frames 
were on one strand, the open reading frame located on the plus strand would be 
transcribed right and the open reading frames located on the minus strand would be 
transcribed left (if transcription of these open reading frames were to occur). 
 
Figure 8. The overview of the Rhg4 region showing the seven open reading frames, 
regulatory elements and extent of the Rhg4 region in relation to Forrest B100B10 BAC 
DNA sequence. Three open reading frames (labeled AHC (adenosylhomocysteinase 
(EC 3.3.1.1) (http://enzyme.expasy.org/EC/3.3.1.1), Unknown G. max gene, and MAP1 
(predicted microfibrillar-associated protein 1)) are located on the plus strand, while the 
other six open reading frames (labeled SHTM (serine hydroxymethyltransferase), HSTF 
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A-05-like isoform X2 (heat stress transcription factor A-5-like isoform X2), PPRCP 
(predicted putative pentatricopeptide repeat-containing protein At1g12700 mitochondrial 
isoform X2), RLK (receptor-like kinase), LRR-RLK (leucine-rich repeat receptor-like 
kinase), and AC 3-O-G 5-O-G 1-like (anthocyanidin 3-O-glucoside 5-O-
glucosyltransferase 1-like (EC 2.4.1.298 (SIB [date unknown])) are located on the minus 
strand. If we look at these open reading frames as though they would be located on one 
strand, if transcription would occur, we would see AHC, Uknown G. max gene, and 
MAP 1 genes being transcribed to the right and SHTM, HSTF A-5-like isoform X2, 
PPRCP At1g12700 ML isoform X2, RLK, LRR-RLK, and AC 3-O-G 5-O-G 1-like genes 
being transcribed to the left. (The information in this table is up to date as of August 14, 
2015.) 
While there are strong possibilities for genes in the Rhg4 region at the end of the 
Forrest BAC sequence, serine hydroxymethyltransferase is a candidate gene involved 
in the resistance of soybean to SCN. 
With the results obtained over the course of this project, while the exact cause of 
resistance is not known, we are closer to determining what gave rise to resistance in 
soybean and how that resistance arose in soybean. Because of this, future directions 
this research could go in would include looking at the serine hydrxomethyltransferase 
gene and the largest open reading frames at the end of the Forrest BAC sequence. The 
predicted presence of the heat stress transcription factors would point to possibly 
looking in leaf and stem tissues in soybean for those genes, given how in Arabidopsis 
the heat shock factors are in leaf tissues. With the number of the amino acid changes 
shown by BLASTp aligment of adenosylhomocysteinase gene, unknown G. max gene, 
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and leucine-rich repeat receptor-like kinase gene and with not knowing if this is 
GeneMark.hmm incorrectly identifying splice sites or if the changes in the 
adenosylcysteinase gene and unknown G. max gene are real, a recommendation for 
students working on this locus in the future would be to do PCR on the mRNA of these 
genes and sequence them for further study. 
 
  
39 
 
REFERENCES CITED 
Afzal AJ, Srour A, Saini N, Hemmati N, El Shemy HA, Lightfoot DA (2011) 
Recombination suppression at the dominant Rhg1/Rfs2 locus underlying soybean 
resistance to the cyst nematode. Theor Appl Genet 124:1027-1039 doi10.1007/s00122-
011-1766-6. 
 
Anonymous, 2000, Soybean Cyst Nematode Problem, University of Illinois Extension 
College of Agricultural, Consumer, and Environment Sciences: Report on Plant 
Disease, http://web.aces.uiuc.edu/vista/pdf_pubs/501.pdf (July 8, 2015) 
 
Anonymous, 2009, Sequence 4 from patent US 7485770, NCBI GenBank, 
http://www.ncbi.nlm.nih.gov/nucleotide/223623398?report=genbank&log$=nucltop&blas
t_rank=1&RID=JGTUG796016 (June 22, 2015) 
 
Anonymous, no date, Glycine max cultivar Forrest clone BAC 73P06 genomic 
sequence, NCBI GenBank, http://www.ncbi.nlm.nih.gov/nuccore/HQ008938.1 
(September 10, 2015) 
 
Brucker E, Carlson S, Wright E, Niblack T, Diers B (2005) Rhg1 alleles from soybean PI 
437654 and PI88788 respond differentially to isolates of Heterodera glycines in the 
greenhouse. Theor Appl Genet 111:44-49 
 
Center for Integrative Genomics, no date, Genetic Genome Browser, version 2.39, 
Phytozome, http://www.phytozome.net/cgi-bin/gbrowse/soybean/ (May 5, 2015) 
 
Concibido VC, Denny RL, Boutin SR, Hautea R, Orf JH, Young ND (1994) DNA Marker 
Analysis of Loci underlying Resistance to Soybean Cyst Nematode (Heterodear 
glycines Ichinohe). Crop Sci 34(1): 240-246 doi 
10.2135/cropsci1994.0011183X003400010044x 
Dekkar, 2005, User Guide Build 4, User Guide Build 4, 
http://soybeangenome.siu.edu/pdffiles/user%20Guide%20Build%204.pdf (May 6, 2012) 
Grant D, Nelson RT, Cannon SB and Shoemaker RC (2010) SoyBase, the USDA-ARS 
soybean genetics and genomics database. Nucl. Acids Res. 38 (suppl 1):D843-D846. 
doi 10.1093/nar/gkp798 
Grant D, Nelson RT, Graham MA, Shoemaker RC. 2008. Bioinformatic Resources for 
Soybean Genetics and Genomic Research. In: Stacey G, editor. Genetics and 
Genomics of Soybean. New York: Springer-Verlag New York, LLC. P. 144-63 
 
Hartwig EE (1981) Breeding Productive Soybean Cultivars Resistant to the Soybean 
Cyst Nematode for the Southern United States. Plant Disease 65(4): 303-307 
40 
 
 
Haun WJ, Hyten DL, Xu WW, Gerhardt DJ, Albert TJ, Richmond T, Jeddeloh JA, Jia G, 
Springer NM, Vance CP, Stupar RM (2011) The composition and origins of genomic 
variation among individuals of the soybean reference cultivar Williams 82. Plan Physiol 
155: 645-655 
 
Johnson M, Zaretskaya I, Raytselis Y, Merezhuk Y, McGinnis S, and Madden TL (2008) 
NCBI BLAST: a better web interface. Nucleic Acids Res 36(Web Server issue):W5-W9 
doi 10.1093/nar/gkn201. 
Koenning SR, 2000, Management of Soybean Cyst Nematode, 
http://www.ces.ncsu.edu/depts/pp/notes/Soybean/soy001/soy001.htm (July 8, 2015) 
 
Kopisch-Obuch FJ, McBroom RL, Diers BW (2005) Association between Soybean Cyst 
Nematode Resistance Loci and Yield in Soybean. Crop Sci 45: 956-965 
 
Lewers KS, Nelmalgoda SD, Warner AL, Knap HT, Matthew BF (2001) Physical 
mapping of resistant and susceptible soybean genomes near the soybean cyst 
nematode resistance gene Rhg4. Genome 44: 1057-1064 
 
Lewers K, Heinz R, Beard H, Marek L, Matthews B (2002) A physical map of a gene-
dense region in soybean linkage group A2 near the black seed coat and Rhg4 loci. 
Theor Appl Genet 104:254-260. 
 
Liu X. 2009. Molecular characterization of soybean resistance to soybean cyst 
nematode [dissertation]. Columbia, Missouri: University of Missouri. 125 p. Available 
from: MOspace, 
https://mospace.umsystem.edu/xmlui/bitstream/handle/10355/9861/research.pdf?seque
nce=3. 
 
Liu X, Lui S, Jamai A, Bendahmane A, Lightfoot DA, Mitchum MG, Meksem K (2011) 
Soybean cyst nematode resistance in soybean is independent of the Rhg4 locus LRR-
RLK gene. Funct Integr Genomics doi 10.007/s10142-011-0225-4. 
 
Lukashin A and Borodovsky M (1998) GeneMark.hmm: new solutions for gene finding. 
Nucleic Acids Research 26(4):1107-1115 
Matthews B, 2004, Genomic Approaches for Developing Soybeans with Resistance to 
Pests (Soybean Cyst Nematode) in Stalker TE, Brummer C, and Wilson RF, eds., 
Legume Crop Genomics, AOCS Press. p. 312-25. 
 
McGinnis S and Madden TL (2004) BLAST: at the core of a powerful and diverse set of 
sequence analysis tools. Nucleic Acids Res 32(Web Server issue):W20-W25 doi 
10.1093/nar/gkh435. 
41 
 
Meksem K, Zobrist K, Ruben E, Hyten D, Quanzhou T, Zhang HB, Lightfoot DA (2000) 
Two large-insert soybean genomic libraries constructed in a binary vector: applications 
in chromosomes walking and genome wide physical mapping. Theor Appl Genet 101: 
747-755. 
 
Meksem K, Pantazopoulos P, Njiti VN, Hyten LD, Arelli PR, Lightfoot DA (2001) 
‘Forrest’ resistance to the soybean cyst nematode is bigenic: saturation mapping of the 
Rhg1 and Rhg4 loci. Theor Appl Genet 103:710-717 
 
Needleman SB and Wunsch CD (1970) A General method applicable to the search for 
similarities in the amino acid sequence of two proteins. J Mol Biol 48:443-453 
[SIB] Swiss Institute of Bioinformatics (Switzerland). Date unknown. ENZYME: 
ENZYME entry: 2.1.2.1. Available from: http://enzyme.expasy.org/EC/2.1.2.1 
 
[SIB] Swiss Institute of Bioinformatics (Switzerland). Date unknown. ENZYME: 
ENZYME entry 2.3.1.74. Available from: http://enzyme.expasy.org/EC/2.3.1.74 
 
[SIB] Swiss Institute of Bioinformatics (Switzerland). Date unknown. ENZYME: 
ENZYME entry: 2.4.1.298. Available from: http://enzyme.expasy.org/EC/2.4.1.298 
 
[SIB] Swiss Institute of Bioinformatics (Switzerland). Date unknown. ENZYME: 
ENZYME entry: 3.3.1.1. Available from: http:// http://enzyme.expasy.org/EC/3.3.1.1 
 
Schmutz J, Cannon SB, Schlueter J, Ma J, Mitros T, Nelson W, Hyten DL, Song Q, 
Thelen JJ, Cheng J, and others (2010) Genome sequence of palaeopolyploid soybean. 
Nature 463:178-183  
 
Severin AJ, Woody JL, Bolon YT, Joseph B, Dier BW, Farmer AD, Muehlbauer GJ, 
Nelson RT, Grant D, Specht JE, Graham MA, Cannon SB, May GD, Vance CP, 
Shoemaker RC (2010) RNA-Seq Atlas of Glycine max: A guide to the soybean 
transcriptome. BMC Plant Biology 10: 160 
 
Smolik JD, Draper MA, 2007, Soybean Cyst Nematode, Soybean Cyst Nematode, 
http://pubstorage.sdstate.edu/AgBio_Publications/articles/FS902A.pdf (July 8, 2015) 
 
Song QJ, Marek LF, Shoemaker RC, Lark KG, Concibido VC, Delanney X, Specht JE, 
Cregan PB (2004) A new integrated linkage map of the soybean. Theor Appl Genet 
109(1): 122-128 
Triwitayakorn K. 2002. Dissections of gene clusters within loci underlying resistance to 
Fusarium solani f. sp. Glycines and Heterodera glycines in soybean [dissertation]. 
Carbondale, IL: Southern Illinois University Carbondale. 408 p.  Available from: UMI 
Microforms, Ann Arbor, MI; 3065393. 
 
42 
 
Todd JJ and Vodkin JO (1993) Pigmented Soybean (Glycine max) Seed Coats 
Accumulate Proanthocyanidins during Development. Plant Physiol 102: 663-670 
 
Tylka G, 1994, Soybean Cyst Nematode, Iowa State University, 
http://nematode.unl.edu/scn/scknisu.htm (July 8, 2015)  
 
[UIPC] University of Illinois Plant Clinic (US). 2015. The Soybean Cyst Nematode 
Problem. Urbana, IL: University of Illinois Plant Clinic 
https://ipm.illinois.edu/diseases/rpds/501.pdf (October 1, 2015) 
 
Wheeler DL, Church DM, Federhen S, Lash AE, Madden TL, Pontius JU, Schuler GD, 
Schriml LM, Sequeira E, Tatsunova TA, Wagner L (2003) Database resources of the 
National Center for Biotechnology.  Nucleic Acids Res 31(1):28-33 
 
Wu CC, Nimmakayala P, Santos FA, Springman R, Scheuring C, Meksem K, Lightfoot 
DA, Zhang HB (2004) Construction and characterization of a soybean bacterial artificial 
chromosome library and use of multiple complementary libraries for genome physical 
mapping. Theor Appl Genet 109: 1041-1050 doi 10.1007/s00122-004-1712-y 
 
Wu X, Vuong TD, Leroy JL, Shannon JG, Sleper DA, Nguyen HT (2011) Selection of a 
core set of RILs from Forrest × Williams 82 to develop a framework map in soybean. 
Theor Appl Genet 122: 1179-1187 doi 10.1007/s00122-010-1522-3 
 
Ye J, McGinnis S, Madden TL (2006) BLAST: improvements for better sequence 
analysis. Nucleic Acids Res 34(Web Server issue):W6-W9 doi 10.1093/nar/gkl164. 
Yesudas CR, Sharma H, Lightfoot DA (2010) Identification of QTL in soybean 
underlying resistance to herbivory by Japanese beetles (Popillia japonica, Newman). 
Theor Appl Genet 131: 353-362 doi 10.1007/s00122-010-1314-9 
 
Yi J, Derynck MR, Chen L, Dhaubhadel S (2010) Differential expression of CHS7 and 
CHS8 genes in soybean. Planta 231: 741-753 doi 10.108/s00425-009-1079-z 
 
Yu Q, date unknown, Soybean Cyst Nematode (Heterodera glycines Ichinohe), 
Soybean Cyst Nematode (Heterodera glycines Ichinohe), 
http://cdn.intechopen.com/pdfs/22782/InTech-
Soybean_cyst_nematode_heterodera_glycines_ichinohe_.pdf (October 1, 2015) 
 
1 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
APPENDICES 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
43 
 
APPENDIX A 
Williams 82 – Forrest Alignment Results 
First (non-BAC DNA sequence) Williams 82-Forrest alignment 
BLAST ® 
Basic Local Alignment Search Tool 
My NCBI 
 
Welcome sandra_zs. [Sign Out] 
Jump to Page Content  
 Home 
 Recent Results 
 Saved Strategies 
 Help 
NCBI/ BLAST/ blastn suite-2sequences/ Formatting Results - SHDX3BM3114  
  
Edit and Resubmit Save Search Strategies Formatting options Download How to read this page 
Blast report description  
Blast 2 sequences 
28 (94336 letters)  
RID 
SHDX3BM3114 (Expires on 06-24 09:34 am)  
Query ID 
lcl|Query_28083 
Description 
28 
Molecule type 
nucleic acid 
Query Length 
94336 
Subject ID 
lcl|Query_28085 
Description 
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None  
Molecule type 
nucleic acid 
Subject Length 
200000 
Program 
BLASTN 2.2.31+ Citation 
 
Other reports: Search Summary [Taxonomy reports]  
Graphic Summary  
Distribution of 101 Blast Hits on the Query Sequence  
Mouse over to see the defline, click to show  alignments
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
 
     
 
     
 
     
 
     
 
     
 
     
 
   
 
 
 
  
 
 
 
 
  
 
Dot Matrix View  
 
Descriptions  
Sequences producing significant alignments: 
Select:AllNone Selected:0  
Alignments Download Graphics Show/hide columns of the table presenting sequences 
producing significant alignments  
Sequences producing significant alignments: 
Select for downloading or 
viewing reports 
Description 
Max 
score  
Total 
score  
Query 
cover  
E 
value  
Ident  Accession 
Select seq  
None 
provided  
70704 1.764e+05 98% 0.0 99% Query_28085  
Alignments  
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Download Graphics  
Sort by:  
Next Previous Descriptions  
Sequence ID: lcl|Query_28085Length: 200000Number of Matches: 197 
Related Information 
Range 1: 135805 to 175618Graphics Next Match Previous Match  
Alignment statistics for match #1 
Score Expect Identities Gaps Strand 
70704 bits(78412) 0.0 39602/39844(99%) 100/39844(0%) Plus/Minus 
Query  1037    AAGCTTTAGCCCGAACTAACATACCTCCTTTGTTAAAGCACTAAAAAACACATCCTCAAT  
1096 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  175618  AAGCTTTAGCCCGAACTAACATACCTCCTTTGTTAAAGCACTAAAAAACACATCCTCAAT  
175559 
 
Query  1097    GAAATCTCTTTCAATACTAATCTACAACAACTTACTAAGATACCTTGTACAAAATACAAA  
1156 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  175558  GAAATCTCTTTCAATACTAATCTACAACAACTTACTAAGATACCTTGTACAAAATACAAA  
175499 
 
Query  1157    TACATTaaaaaatccaaaaaaCTTAGATGCAATCACTTTGGTGTTTTGGACATTGTTCTC  
1216 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  175498  TACATTAAAAAATCCAAAAAACTTAGATGCAATCACTTTGGTGTTTTGGACATTGTTCTC  
175439 
 
Query  1217    CAACCAAAATTAAAATTTCACTTATATAAATATGCAAGCCTTCAATAGAAATTTTATAAC  
1276 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  175438  CAACCAAAATTAAAATTTCACTTATATAAATATGCAAGCCTTCAATAGAAATTTTATAAC  
175379 
 
Query  1277    TTACTTTCCAACTCTGATAAGAGAACAGTACTAAAATTACGTAAGAAAATTCATCTAAGT  
1336 
               |||||||| ||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  175378  TTACTTTCGAACTCTGATAAGAGAACAGTACTAAAATTACGTAAGAAAATTCATCTAAGT  
175319 
 
Query  1337    TCTGCGATGATaaaaaagaaaaagagagagagagagag--GATATAGTCCTAGCCTAAGG  
1394 
               ||||||||||||||||||||||||||||||||||||||  |||||||||||||||||||| 
Sbjct  175318  TCTGCGATGATAAAAAAGAAAAAGAGAGAGAGAGAGAGAGGATATAGTCCTAGCCTAAGG  
175259 
 
Query  1395    AAATCATTTTTATAATCTTATAAATGAGATCTTGTTTCCAATTGAGTTAGTAAAGCAAGA  
1454 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  175258  AAATCATTTTTATAATCTTATAAATGAGATCTTGTTTCCAATTGAGTTAGTAAAGCAAGA  
175199 
 
Query  1455    TTTGTATTGTAGCATATAAAAGAGAAGTAAGATCGTTACCAATTCGCACTCCACCAGGGG  
1514 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
46 
 
Sbjct  175198  TTTGTATTGTAGCATATAAAAGAGAAGTAAGATCGTTACCAATTCGCACTCCACCAGGGG  
175139 
 
Query  1515    CCAAGGCACTGCTATCACCAAAAACAGCGTTCTTGTTAACAGTAATGTTACAGAGATCAC  
1574 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  175138  CCAAGGCACTGCTATCACCAAAAACAGCGTTCTTGTTAACAGTAATGTTACAGAGATCAC  
175079 
 
Query  1575    AGAGTTTCTCCACCTTATACCCTGCAAAACAATCACACAACGAACAAGTCAGATTTATAG  
1634 
               |||||||||||||||||| ||||||||||||||||||||||||||||||||||||||||| 
Sbjct  175078  AGAGTTTCTCCACCTTATTCCCTGCAAAACAATCACACAACGAACAAGTCAGATTTATAG  
175019 
 
Query  1635    ACATTTGTAACAAATCAAAACCAGAAGGTAGAGATCCAATCCTATATATATTACCAGTCA  
1694 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  175018  ACATTTGTAACAAATCAAAACCAGAAGGTAGAGATCCAATCCTATATATATTACCAGTCA  
174959 
 
Query  1695    ATCCAAGAGGTCTCAGATCCCACAAAACAAGATGGTTCTCCGTTCCGCCAGTGACAAGGC  
1754 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  174958  ATCCAAGAGGTCTCAGATCCCACAAAACAAGATGGTTCTCCGTTCCGCCAGTGACAAGGC  
174899 
 
Query  1755    TGTACCCTTTCCCCATCAAGTATTTTCCAAGCGCAACGGCGTTCGCCTTAACCTGCTTCG  
1814 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  174898  TGTACCCTTTCCCCATCAAGTATTTTCCAAGCGCAACGGCGTTCGCCTTAACCTGCTTCG  
174839 
 
Query  1815    CGTAGGCCTTAAACCCGGGCGACGCGGCCTGCTTCAGCGCCACGGCGAGAGCACCGATCT  
1874 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  174838  CGTAGGCCTTAAACCCGGGCGACGCGGCCTGCTTCAGCGCCACGGCGAGAGCACCGATCT  
174779 
 
Query  1875    GGTGGTTGTGGGGCCCACCCTGCAGCGAAGGGAACACCGCGAAGTTAATCTTGTCCTCGA  
1934 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  174778  GGTGGTTGTGGGGCCCACCCTGCAGCGAAGGGAACACCGCGAAGTTAATCTTGTCCTCGA  
174719 
 
Query  1935    AATCATAAACCGCGTTCTCCGGCTGCCCCTTCTTCGGCGGCTTGGGGCCCTTCCGGTAAA  
1994 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  174718  AATCATAAACCGCGTTCTCCGGCTGCCCCTTCTTCGGCGGCTTGGGGCCCTTCCGGTAAA  
174659 
 
Query  1995    AGATCATCCCCGCACGTGGGCCCCGCAAGCTCTTGTGAGTCGTGGTGGTCACAATGTCGC  
2054 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  174658  AGATCATCCCCGCACGTGGGCCCCGCAAGCTCTTGTGAGTCGTGGTGGTCACAATGTCGC  
174599 
 
47 
 
Query  2055    AATACTCGAAGGGGCTGTTCACTTCCTGCGCGGCCACAAGGCCGCTAGTGTGCGCCATGT  
2114 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  174598  AATACTCGAAGGGGCTGTTCACTTCCTGCGCGGCCACAAGGCCGCTAGTGTGCGCCATGT  
174539 
 
Query  2115    CGCAGAGAAGCAATGCTCCGCACTTATCAGCGACTTCCCTGAAACGTTTGTAGTCCCAAT  
2174 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  174538  CGCAGAGAAGCAATGCTCCGCACTTATCAGCGACTTCCCTGAAACGTTTGTAGTCCCAAT  
174479 
 
Query  2175    CGCGAGGGTACGCGCTGCCACCGCAGATTATGAGTTTTGGCCTGAAGTCTAGGGCTTTTT  
2234 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  174478  CGCGAGGGTACGCGCTGCCACCGCAGATTATGAGTTTTGGCCTGAAGTCTAGGGCTTTTT  
174419 
 
Query  2235    CTTCCAAGCGGTCGTAGTCGATGTAGCCGGTGGTGGAGTTTACCTTGTAAGGGAGACTCT  
2294 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  174418  CTTCCAAGCGGTCGTAGTCGATGTAGCCGGTGGTGGAGTTTACCTTGTAAGGGAGACTCT  
174359 
 
Query  2295    CGAAGTAAATGGAGGTGGCGGAGATCTTCTTTCCGCCGGAGGTGTAGTAGCCGTGGGTGA  
2354 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  174358  CGAAGTAAATGGAGGTGGCGGAGATCTTCTTTCCGCCGGAGGTGTAGTAGCCGTGGGTGA  
174299 
 
Query  2355    GGTGGCCGCCGGAGCGGAGATCTAGCCCCATGATGCGGTCGTGGGGGTTGAGGACGGCGG  
2414 
               |||||||||||||| ||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  174298  GGTGGCCGCCGGAGGGGAGATCTAGCCCCATGATGCGGTCGTGGGGGTTGAGGACGGCGG  
174239 
 
Query  2415    TGTAGGCGGCGAAGTTGGCCGGGGAGCCGGAGTAGGGCTGGACGTTGACGCCCCAGGATT  
2474 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  174238  TGTAGGCGGCGAAGTTGGCCGGGGAGCCGGAGTAGGGCTGGACGTTGACGCCCCAGGATT  
174179 
 
Query  2475    GGGCGTCGAGGTGGAAGGCTTGGAGGGCGCGTGAGCGGCAGAGGTTTTCGATCTGGTCGA  
2534 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  174178  GGGCGTCGAGGTGGAAGGCTTGGAGGGCGCGTGAGCGGCAGAGGTTTTCGATCTGGTCGA  
174119 
 
Query  2535    TGTATTCATTGCCGCCGTAGTAGCGGTTGCCCGGCATGCCCTCGGAGTATTTGTTCGTGA  
2594 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  174118  TGTATTCATTGCCGCCGTAGTAGCGGTTGCCCGGCATGCCCTCGGAGTATTTGTTCGTGA  
174059 
 
Query  2595    GAGCGCTGCCGAGGGCCTCGATGACGGCGAAGGAGGTGAAGTTCTCGGAGGCGATGAGCT  
2654 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
48 
 
Sbjct  174058  GAGCGCTGCCGAGGGCCTCGATGACGGCGAAGGAGGTGAAGTTCTCGGAGGCGATGAGCT  
173999 
 
Query  2655    CGATTCCGCGGCATTGACGGCGCTTCTCCTTCTCGATGAGGTCATGGATCTCGGGATCCA  
2714 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  173998  CGATTCCGCGGCATTGACGGCGCTTCTCCTTCTCGATGAGGTCATGGATCTCGGGATCCA  
173939 
 
Query  2715    CCGTCGCCAAGGGCGTGTTACCCCACACGCTTACTGGATCCATGAACGGTGGAAATGAAT  
2774 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  173938  CCGTCGCCAAGGGCGTGTTACCCCACACGCTTACTGGATCCATGAACGGTGGAAATGAAT  
173879 
 
Query  2775    GAATGAGAGTGAGTGAAGAGCGAAAAGCCAAGAGCGAGAAGAGAGAGTGTTGTTGTGTTT  
2834 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  173878  GAATGAGAGTGAGTGAAGAGCGAAAAGCCAAGAGCGAGAAGAGAGAGTGTTGTTGTGTTT  
173819 
 
Query  2835    GTTGAGGTGGAATGGAAATATGAGTGCGTATGTGTTCGTTTTTAAAAGCTTTGAGACCGG  
2894 
               ||||||||||||||||||| |||||||||||||||||||||||||||||||||||||||| 
Sbjct  173818  GTTGAGGTGGAATGGAAATGTGAGTGCGTATGTGTTCGTTTTTAAAAGCTTTGAGACCGG  
173759 
 
Query  2895    GTGTGAAAGGACCGTTGTAGCCTGTGCTTCCGGTTGGTTAGTTACTTGTAGGTAAATTGT  
2954 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  173758  GTGTGAAAGGACCGTTGTAGCCTGTGCTTCCGGTTGGTTAGTTACTTGTAGGTAAATTGT  
173699 
 
Query  2955    GTCCACTTGTTCGCCTGGTGCTGGTTTACTACCAACCACAACTTCAATTCTTTGTTTTCT  
3014 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  173698  GTCCACTTGTTCGCCTGGTGCTGGTTTACTACCAACCACAACTTCAATTCTTTGTTTTCT  
173639 
 
Query  3015    Cttttttttttttt-AACATTTATAAATTTATAATCAATAATCAATATTTGTAGTATAAA  
3073 
               |||||||||||||| ||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  173638  CTTTTTTTTTTTTTTAACATTTATAAATTTATAATCAATAATCAATATTTGTAGTATAAA  
173579 
 
Query  3074    CATCTAGTATTTGTTTAACGCCGaaaaaaaaaTTTCAAATTAACTTAAAAATACTATTAA  
3133 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  173578  CATCTAGTATTTGTTTAACGCCGAAAAAAAAATTTCAAATTAACTTAAAAATACTATTAA  
173519 
 
Query  3134    TAACTAGTTTTGAGTAAACATTGTTCCAGATTAATAACTAGTTTTGAGTCTAAGATTCAA  
3193 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  173518  TAACTAGTTTTGAGTAAACATTGTTCCAGATTAATAACTAGTTTTGAGTCTAAGATTCAA  
173459 
 
49 
 
Query  3194    TTTTATAATTACATTGATGGTTATTGTTCAGGAACAAGATTTTATTATCTataataataa  
3253 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  173458  TTTTATAATTACATTGATGGTTATTGTTCAGGAACAAGATTTTATTATCTATAATAATAA  
173399 
 
Query  3254    taataatTTTTTACATCAGAATAAATGTTACGCATTTGGCTGGACGTTGACGCCCCAGGA  
3313 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  173398  TAATAATTTTTTACATCAGAATAAATGTTACGCATTTGGCTGGACGTTGACGCCCCAGGA  
173339 
 
Query  3314    TAGGACAAATTAGAATTTTATAATTACATCGATGGTTATTGTTCAGGAACAACCGATAAA  
3373 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  173338  TAGGACAAATTAGAATTTTATAATTACATCGATGGTTATTGTTCAGGAACAACCGATAAA  
173279 
 
Query  3374    TCACATTATTTTAATGCGAAAAACGTAAAAGCAAAAATTCCTAACATTTATTCTGATGTG  
3433 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  173278  TCACATTATTTTAATGCGAAAAACGTAAAAGCAAAAATTCCTAACATTTATTCTGATGTG  
173219 
 
Query  3434    AAAAATTATGTCCTAAATTCTAATTTGTTCCAAACACGATATTCATATTACCGTTTGGTT  
3493 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  173218  AAAAATTATGTCCTAAATTCTAATTTGTTCCAAACACGATATTCATATTACCGTTTGGTT  
173159 
 
Query  3494    GGTTGGGCGTTAGAAACTCCAATGCGTGAATTTCAAAACATAAATGACTTGCTTCTACAT  
3553 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  173158  GGTTGGGCGTTAGAAACTCCAATGCGTGAATTTCAAAACATAAATGACTTGCTTCTACAT  
173099 
 
Query  3554    CATTCACAGTTTTTAGGAAATTTTGCTTGTAGATGTGAATAAAACCATGTTATTTAATGC  
3613 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  173098  CATTCACAGTTTTTAGGAAATTTTGCTTGTAGATGTGAATAAAACCATGTTATTTAATGC  
173039 
 
Query  3614    AACACATGAAACAAATAGAGCAGTTGTTTAACAGGAGTACAAAACAAAAGTTAATTTATT  
3673 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  173038  AACACATGAAACAAATAGAGCAGTTGTTTAACAGGAGTACAAAACAAAAGTTAATTTATT  
172979 
 
Query  3674    AAGAAAAATAAACAGAAAAGAGCAGCGATCTTGATTAGTGTTATTAGTAGGATTCTCTTT  
3733 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  172978  AAGAAAAATAAACAGAAAAGAGCAGCGATCTTGATTAGTGTTATTAGTAGGATTCTCTTT  
172919 
 
Query  3734    CTGTTGATAAAAAAGACAAAACAGTGGCTTGTGTTTAAAAGGTGTGCTGCATGCACTCAT  
3793 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
50 
 
Sbjct  172918  CTGTTGATAAAAAAGACAAAACAGTGGCTTGTGTTTAAAAGGTGTGCTGCATGCACTCAT  
172859 
 
Query  3794    ACTCATAGATTTAGAAGTTTACTTGTTATCAAACCAGTTAGCTTAATTGGCTCTGTCAAG  
3853 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  172858  ACTCATAGATTTAGAAGTTTACTTGTTATCAAACCAGTTAGCTTAATTGGCTCTGTCAAG  
172799 
 
Query  3854    CATGGGAAGAGTTAAATTTGGAAAATGCTTACATCAAACTATCAAAGGCTTTTCATTCAA  
3913 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  172798  CATGGGAAGAGTTAAATTTGGAAAATGCTTACATCAAACTATCAAAGGCTTTTCATTCAA  
172739 
 
Query  3914    AAACAAGCATCAGCTTCACTTCTTAAACTTCAACTTAAGTTAAAGCAAGAAATTCATTTG  
3973 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  172738  AAACAAGCATCAGCTTCACTTCTTAAACTTCAACTTAAGTTAAAGCAAGAAATTCATTTG  
172679 
 
Query  3974    TTCTACAATTTGACTGGAAACCTGAATGTGTGATGCACACACTACATGTACGTCACTGCA  
4033 
               ||||||||||||||||||||||||||||||||||||||||||| |||||||||||||||| 
Sbjct  172678  TTCTACAATTTGACTGGAAACCTGAATGTGTGATGCACACACTGCATGTACGTCACTGCA  
172619 
 
Query  4034    AGACTTGGTTTTAAGTTTCTTTCCCAATTCTCAGTGAGTCAGTGTTGTTGGTATTTGGTA  
4093 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  172618  AGACTTGGTTTTAAGTTTCTTTCCCAATTCTCAGTGAGTCAGTGTTGTTGGTATTTGGTA  
172559 
 
Query  4094    GCAACGAGGTTGGTGGGGGCAATATAGCCAATTTATTCCCACCAAAATCACCAACCCCCC  
4153 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  172558  GCAACGAGGTTGGTGGGGGCAATATAGCCAATTTATTCCCACCAAAATCACCAACCCCCC  
172499 
 
Query  4154    TCTCTACTTCACTGATGCTGACTCTTTCCTTCCCCCACACCTTGCTTCATTAACATGGGG  
4213 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  172498  TCTCTACTTCACTGATGCTGACTCTTTCCTTCCCCCACACCTTGCTTCATTAACATGGGG  
172439 
 
Query  4214    GATAGTTAATTTGTAGGTTTCTGAATATGACTGGGAACTACTAAACATTGtttttttCCC  
4273 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  172438  GATAGTTAATTTGTAGGTTTCTGAATATGACTGGGAACTACTAAACATTGTTTTTTTCCC  
172379 
 
Query  4274    CAACCAATAAATTTTGATTTATGAAATTGATCCCCTTAAATAATACAATAGGTCTATGGG  
4333 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  172378  CAACCAATAAATTTTGATTTATGAAATTGATCCCCTTAAATAATACAATAGGTCTATGGG  
172319 
 
51 
 
Query  4334    ATTAATTTTGATTTAACAATGAAGTCAATGTTCAGCAGGCATGCATATTCAGCCAAAATC  
4393 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  172318  ATTAATTTTGATTTAACAATGAAGTCAATGTTCAGCAGGCATGCATATTCAGCCAAAATC  
172259 
 
Query  4394    ACATCGCAACAACAACCTCTTGTGTCTTCACCCCATCAAGTCAAAAGCTATTTAACTAAG  
4453 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  172258  ACATCGCAACAACAACCTCTTGTGTCTTCACCCCATCAAGTCAAAAGCTATTTAACTAAG  
172199 
 
Query  4454    AACATCTTTAAAAATATATCAGTGTTAACTTTTACTGTGCAGCCTCTAATAGTGCACCTT  
4513 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  172198  AACATCTTTAAAAATATATCAGTGTTAACTTTTACTGTGCAGCCTCTAATAGTGCACCTT  
172139 
 
Query  4514    TAAAATGACTTGATGTAACAAGCattttatcctttaactttaattaatttagtctttatc  
4573 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  172138  TAAAATGACTTGATGTAACAAGCATTTTATCCTTTAACTTTAATTAATTTAGTCTTTATC  
172079 
 
Query  4574    ttttattattagcattttagttcacgtttcctttttcacattttatACATGAGCTATTTT  
4633 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  172078  TTTTATTATTAGCATTTTAGTTCACGTTTCCTTTTTCACATTTTATACATGAGCTATTTT  
172019 
 
Query  4634    AAAATCCATACCAACTTCTATAAAAACATTTATCATTGTCCACTTTACAGGCATACCAGT  
4693 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  172018  AAAATCCATACCAACTTCTATAAAAACATTTATCATTGTCCACTTTACAGGCATACCAGT  
171959 
 
Query  4694    AACCAGTTTACTAATACCCAATTCAATGTGGTGAAATTATATTTAAAATAAAACCTTTTA  
4753 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  171958  AACCAGTTTACTAATACCCAATTCAATGTGGTGAAATTATATTTAAAATAAAACCTTTTA  
171899 
 
Query  4754    AGCCACCCTACTCAGTTCTATAATCATGAGAAATCTCGTAGCATCGTCAAGAGATGTTAA  
4813 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  171898  AGCCACCCTACTCAGTTCTATAATCATGAGAAATCTCGTAGCATCGTCAAGAGATGTTAA  
171839 
 
Query  4814    TATGGTATCAATAAtttttttCCCAGGATCAGGAAAAAATTAAACCTGCCTACCAAAACA  
4873 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  171838  TATGGTATCAATAATTTTTTTCCCAGGATCAGGAAAAAATTAAACCTGCCTACCAAAACA  
171779 
 
Query  4874    ACTTAGAACAAATAATTTGGAGATTAAGCTGAACCACTCCACCAATTTTGAACAATCCCC  
4933 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
52 
 
Sbjct  171778  ACTTAGAACAAATAATTTGGAGATTAAGCTGAACCACTCCACCAATTTTGAACAATCCCC  
171719 
 
Query  4934    CAAACTTTACTAACATGGCCAAGAAAGTCGTAGTTCGAAATTTATGATATAAATGAGATG  
4993 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  171718  CAAACTTTACTAACATGGCCAAGAAAGTCGTAGTTCGAAATTTATGATATAAATGAGATG  
171659 
 
Query  4994    CAACTAGTTCACTTACTAGGAAGCATTTTAATTTCATAATTCATAATTTCAGAGGTTGAT  
5053 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  171658  CAACTAGTTCACTTACTAGGAAGCATTTTAATTTCATAATTCATAATTTCAGAGGTTGAT  
171599 
 
Query  5054    GTTGGGCTTGACTTAAATCTCCCATTGGGCATTGGTGCCATTGCCAAAGCCATTTGTAAA  
5113 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  171598  GTTGGGCTTGACTTAAATCTCCCATTGGGCATTGGTGCCATTGCCAAAGCCATTTGTAAA  
171539 
 
Query  5114    GAGTCTTTCAATCGCGTATGTTATATGCGGTTGGCACGTCCCAACTTCCAAGTTATAAGT  
5173 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  171538  GAGTCTTTCAATCGCGTATGTTATATGCGGTTGGCACGTCCCAACTTCCAAGTTATAAGT  
171479 
 
Query  5174    CCTCAATTACCTACCTGTAGTTTTTAATTTATGACTTTATTATGCTCACttttttttttC  
5233 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  171478  CCTCAATTACCTACCTGTAGTTTTTAATTTATGACTTTATTATGCTCACTTTTTTTTTTC  
171419 
 
Query  5234    CGGTGAAATTGTCATGCTCACCAATGCTCTCATAATAATTCCGTGATATTTTATTTAATT  
5293 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  171418  CGGTGAAATTGTCATGCTCACCAATGCTCTCATAATAATTCCGTGATATTTTATTTAATT  
171359 
 
Query  5294    ACAACGCGGGACAAACTGCATCTAGATCTAGGCTACTACTACTATATTATAAGCGTATTA  
5353 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  171358  ACAACGCGGGACAAACTGCATCTAGATCTAGGCTACTACTACTATATTATAAGCGTATTA  
171299 
 
Query  5354    ATTGAGCAAATATCCAATTTTAAGATCTACTCAAGCTACGCGAGAAGGTTGTTGATCTAT  
5413 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  171298  ATTGAGCAAATATCCAATTTTAAGATCTACTCAAGCTACGCGAGAAGGTTGTTGATCTAT  
171239 
 
Query  5414    TTGTTTTCACTTTTAACATTAATTTGGTCATTGAATTGTTTTGCTTCAATAATTACATAT  
5473 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  171238  TTGTTTTCACTTTTAACATTAATTTGGTCATTGAATTGTTTTGCTTCAATAATTACATAT  
171179 
 
53 
 
Query  5474    TAGTAATAATAGTTGGAACGGCCATTTGCATGAAAAAATAGAAGGGCGAGTCATCTGAGT  
5533 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  171178  TAGTAATAATAGTTGGAACGGCCATTTGCATGAAAAAATAGAAGGGCGAGTCATCTGAGT  
171119 
 
Query  5534    CCTATGATTTGAttttttttttCTTaaaaaaaTCTCCCTTTTTATAAATAGAAAACCCAA  
5593 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  171118  CCTATGATTTGATTTTTTTTTTCTTAAAAAAATCTCCCTTTTTATAAATAGAAAACCCAA  
171059 
 
Query  5594    ATAAAAGTTAAAACAATAATTTATGCAATTATCCGAGTGAAAAGGTGCCAATATATTTTT  
5653 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  171058  ATAAAAGTTAAAACAATAATTTATGCAATTATCCGAGTGAAAAGGTGCCAATATATTTTT  
170999 
 
Query  5654    TGAAGAAAAAATAGTTTGATGCATGTCGTCATTATGAAGTAACTATTATGATCATTTGAA  
5713 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  170998  TGAAGAAAAAATAGTTTGATGCATGTCGTCATTATGAAGTAACTATTATGATCATTTGAA  
170939 
 
Query  5714    AAA-GGTCACCACATCTCAGACAGCGGACAACTGAAGCACATGGGTATTTCTTTCTTGGA  
5772 
               ||| |||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  170938  AAAAGGTCACCACATCTCAGACAGCGGACAACTGAAGCACATGGGTATTTCTTTCTTGGA  
170879 
 
Query  5773    TGCATGGGTTAAtttttatttttttGTTACTGATAATATTCTTTTAAATTTTAATCTATG  
5832 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  170878  TGCATGGGTTAATTTTTATTTTTTTGTTACTGATAATATTCTTTTAAATTTTAATCTATG  
170819 
 
Query  5833    AACATGCTCATGTTTCCAGCAGTACTGTACTTTACTTTTGAAAAAGaattattaattatt  
5892 
               ||||||||||||||||| |||||||||||||||||||||||||||||||||||||||||| 
Sbjct  170818  AACATGCTCATGTTTCCTGCAGTACTGTACTTTACTTTTGAAAAAGAATTATTAATTATT  
170759 
 
Query  5893    aattattataattCTCAAATCTTTTTAGTCGTATATTAATTCATTTCCCGGGATCGCTCA  
5952 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  170758  AATTATTATAATTCTCAAATCTTTTTAGTCGTATATTAATTCATTTCCCGGGATCGCTCA  
170699 
 
Query  5953    CTCTTTTACTATGAATGCGAATGAAATGGAAGGCGACttttttttctttgttatttttat  
6012 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  170698  CTCTTTTACTATGAATGCGAATGAAATGGAAGGCGACTTTTTTTTCTTTGTTATTTTTAT  
170639 
 
Query  6013    tctcttttctttAAAGAGGAACCAACCGACATAGGTTTTTCAAAGCCTTGAGCTGTACTT  
6072 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
54 
 
Sbjct  170638  TCTCTTTTCTTTAAAGAGGAACCAACCGACATAGGTTTTTCAAAGCCTTGAGCTGTACTT  
170579 
 
Query  6073    ATGCAGCAAGCTGGTAACGCAAAGCTAATACAAAATGTCCTTAAAAAAGTAATATAAAAT  
6132 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  170578  ATGCAGCAAGCTGGTAACGCAAAGCTAATACAAAATGTCCTTAAAAAAGTAATATAAAAT  
170519 
 
Query  6133    ATCTTTCAAGATTGGGGAAATTTAATTAACATAAATATCTTTTAATTAATTATGATAATT  
6192 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  170518  ATCTTTCAAGATTGGGGAAATTTAATTAACATAAATATCTTTTAATTAATTATGATAATT  
170459 
 
Query  6193    TCATCTTTAAAAAATACTGAAATTCTATTTATAAATTCAGATAAAAATAATATAGATTAA  
6252 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  170458  TCATCTTTAAAAAATACTGAAATTCTATTTATAAATTCAGATAAAAATAATATAGATTAA  
170399 
 
Query  6253    ACACATATTATTTATTAGAGACAATCTTATTTGAAGCACATTCGATTTTTATAGGTGAAA  
6312 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  170398  ACACATATTATTTATTAGAGACAATCTTATTTGAAGCACATTCGATTTTTATAGGTGAAA  
170339 
 
Query  6313    AAATTTTGATACTCATTCTCATGACT-AAATTCAAAATTATTAATTAAGTTGAAATAATT  
6371 
               |||||||||||||||||||||||||| ||||||||||||||||||||||||||||||||| 
Sbjct  170338  AAATTTTGATACTCATTCTCATGACTTAAATTCAAAATTATTAATTAAGTTGAAATAATT  
170279 
 
Query  6372    CTACACTAATTAATCCATATAATAAGAGGTACAAGAAGACTATAGGTAGGAGGACCTTGA  
6431 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  170278  CTACACTAATTAATCCATATAATAAGAGGTACAAGAAGACTATAGGTAGGAGGACCTTGA  
170219 
 
Query  6432    AGAGGAGATAGAGGAACACTTTGTGTGTAACTTCTTAATCAGGTCAACTAAACACCAATG  
6491 
               ||||||||||||||| |||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  170218  AGAGGAGATAGAGGAGCACTTTGTGTGTAACTTCTTAATCAGGTCAACTAAACACCAATG  
170159 
 
Query  6492    CAACCTACTCTGTCATGTCTCTGATGTTTTCCTTTTGTATGCAAATAACACTCAAGTTTG  
6551 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  170158  CAACCTACTCTGTCATGTCTCTGATGTTTTCCTTTTGTATGCAAATAACACTCAAGTTTG  
170099 
 
Query  6552    ATGTATAGAGTCGATCAGATGGACCAATGACAAATTTAAAGCATGGAAATTTTTATCCAt  
6611 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  170098  ATGTATAGAGTCGATCAGATGGACCAATGACAAATTTAAAGCATGGAAATTTTTATCCAT  
170039 
 
55 
 
Query  6612    tttttttATCAACAAAATAAATTAATCTAAGGATATCTCTATGTATCAGTGCATGTTTGA  
6671 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  170038  TTTTTTTATCAACAAAATAAATTAATCTAAGGATATCTCTATGTATCAGTGCATGTTTGA  
169979 
 
Query  6672    ATTAAAATTTGTAAAAAATATCTTTAGGTCTTATTTCTTTATAACAGAGTTTTGAGACAA  
6731 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  169978  ATTAAAATTTGTAAAAAATATCTTTAGGTCTTATTTCTTTATAACAGAGTTTTGAGACAA  
169919 
 
Query  6732    TTTTAAAAACAACCAAGTGCATGTTTGTTTTATTGTTATAGACGAACTTTTAGGACAAAA  
6791 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  169918  TTTTAAAAACAACCAAGTGCATGTTTGTTTTATTGTTATAGACGAACTTTTAGGACAAAA  
169859 
 
Query  6792    CGAGATTTACAAAAACATTCAGAATCCTGCTTTGCAAAATTGAGTTAGTGATTGTGGATC  
6851 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  169858  CGAGATTTACAAAAACATTCAGAATCCTGCTTTGCAAAATTGAGTTAGTGATTGTGGATC  
169799 
 
Query  6852    ATTTAAATTTATCATAAAATGTAACAAACATCCAAAGATACTCCAATTACTAAAGAACAC  
6911 
               ||||||||||||||||||||||||| |||||||||||||||||||||||||||||||||| 
Sbjct  169798  ATTTAAATTTATCATAAAATGTAACGAACATCCAAAGATACTCCAATTACTAAAGAACAC  
169739 
 
Query  6912    CGATGGGAAGTTGAGTTTTATAAAAACCAATCCAAGAGGATCGATCATCCACAAAAAAGA  
6971 
               ||||||||||||||||||||||||||||||||||||||||||||||||||||||||| || 
Sbjct  169738  CGATGGGAAGTTGAGTTTTATAAAAACCAATCCAAGAGGATCGATCATCCACAAAAA-GA  
169680 
 
Query  6972    CAGGGTGAGACCAACACAAAGATTTAATGCGGTTGCAACACGCCGAGTCGTGCGACGATT  
7031 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  169679  CAGGGTGAGACCAACACAAAGATTTAATGCGGTTGCAACACGCCGAGTCGTGCGACGATT  
169620 
 
Query  7032    CGGTaaaaataaaataaaaaTATCTTCTCAATAATTGTGATTATGCTGTACCAATATTTT  
7091 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  169619  CGGTAAAAATAAAATAAAAATATCTTCTCAATAATTGTGATTATGCTGTACCAATATTTT  
169560 
 
Query  7092    TGGTCGGTTCATCAAATTAATCTCCATGACTGGGGACCAGAGCTTGATTATTTATGTATG  
7151 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  169559  TGGTCGGTTCATCAAATTAATCTCCATGACTGGGGACCAGAGCTTGATTATTTATGTATG  
169500 
 
Query  7152    CTGGTTTGTTTCCTTTATTTGATCACATGCACATTCACTTTGCTTGTGTTTTCTTTCATT  
7211 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
56 
 
Sbjct  169499  CTGGTTTGTTTCCTTTATTTGATCACATGCACATTCACTTTGCTTGTGTTTTCTTTCATT  
169440 
 
Query  7212    TTCAAAAAATGTACAAGTAAATCACCGACACACGCATATTCATAGCGCTGGAGGAGGAGG  
7271 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  169439  TTCAAAAAATGTACAAGTAAATCACCGACACACGCATATTCATAGCGCTGGAGGAGGAGG  
169380 
 
Query  7272    GTTTTGCTTCACTGATATTTTCATTTGGCAATCCACAACGTAGTTAATAGTTAATAGGTC  
7331 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  169379  GTTTTGCTTCACTGATATTTTCATTTGGCAATCCACAACGTAGTTAATAGTTAATAGGTC  
169320 
 
Query  7332    ATACACCAATGAAAATAGCAAATCAGAAGCAACTATGATGACCCCATCTCCCTTGTAGTA  
7391 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  169319  ATACACCAATGAAAATAGCAAATCAGAAGCAACTATGATGACCCCATCTCCCTTGTAGTA  
169260 
 
Query  7392    GTACTCATCAAAATTTTGGGACTTGACTTCTGCAGTCATATTTCACTCATCAAAATATAT  
7451 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  169259  GTACTCATCAAAATTTTGGGACTTGACTTCTGCAGTCATATTTCACTCATCAAAATATAT  
169200 
 
Query  7452    TTTTGTATTTTAAGTGATTAGTGATTTGTTTGAAAA-GGTATTTTTCAATAGTAAAATTA  
7510 
               |||||||||||||||||||||||||||||||||||| ||||||||||||||||||||||| 
Sbjct  169199  TTTTGTATTTTAAGTGATTAGTGATTTGTTTGAAAAAGGTATTTTTCAATAGTAAAATTA  
169140 
 
Query  7511    TAAAATATATATTAATTGAtttttttt--GTTTGAAACAATTCATTACTGTGGACGAAAT  
7568 
               |||||||||||||||||||||||||||  ||||||||||||||||||||||||||||||| 
Sbjct  169139  TAAAATATATATTAATTGATTTTTTTTTTGTTTGAAACAATTCATTACTGTGGACGAAAT  
169080 
 
Query  7569    AAGAAAATAAAGTTAACCAATATATAAATTCAACCATTTCTAATTATAAGATTCCAAAAT  
7628 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  169079  AAGAAAATAAAGTTAACCAATATATAAATTCAACCATTTCTAATTATAAGATTCCAAAAT  
169020 
 
Query  7629    TAATTTGTGTGATAAAAAATAACCATAAAAATAGTTTTCATCACTTCAATAAATTTCTCC  
7688 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||| ||| 
Sbjct  169019  TAATTTGTGTGATAAAAAATAACCATAAAAATAGTTTTCATCACTTCAATAAATTTTTCC  
168960 
 
Query  7689    AACTTACttttttttCGAAACAACTTTTATCGTAGGGGGAAAATAGTTTTATACAAATTT  
7748 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  168959  AACTTACTTTTTTTTCGAAACAACTTTTATCGTAGGGGGAAAATAGTTTTATACAAATTT  
168900 
 
57 
 
Query  7749    GTATGACTTTATTATTAAA-GTAATTGATAATTTTACTGGAATAAGATATATTAAAACTA  
7807 
               ||||||||||||||||||| |||||||||||||||||||||||||||||||||||||||| 
Sbjct  168899  GTATGACTTTATTATTAAAAGTAATTGATAATTTTACTGGAATAAGATATATTAAAACTA  
168840 
 
Query  7808    CTTTTTACTAACATATTCAAATACAAAACCTATTTATATAGTAATTGACTAATTGTTAAA  
7867 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  168839  CTTTTTACTAACATATTCAAATACAAAACCTATTTATATAGTAATTGACTAATTGTTAAA  
168780 
 
Query  7868    CCTATATTTTGACCGGGTTGTTTACGAATAAAAAATGACAttttttttACAGTATTAGTT  
7927 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  168779  CCTATATTTTGACCGGGTTGTTTACGAATAAAAAATGACATTTTTTTTACAGTATTAGTT  
168720 
 
Query  7928    ATTATATTAAAGGATATCaaaatgaaaaaaattaagaaaataaaatgaatgtaaaataga  
7987 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  168719  ATTATATTAAAGGATATCAAAATGAAAAAAATTAAGAAAATAAAATGAATGTAAAATAGA  
168660 
 
Query  7988    ggaaagagaaatgTTAGGaatatattttatttttttatattgataattcataaaaattaa  
8047 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  168659  GGAAAGAGAAATGTTAGGAATATATTTTATTTTTTTATATTGATAATTCATAAAAATTAA  
168600 
 
Query  8048    acttaatttttattttacttatgttacttaattatgcgtcattttattttaCCCATCATT  
8107 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  168599  ACTTAATTTTTATTTTACTTATGTTACTTAATTATGCGTCATTTTATTTTACCCATCATT  
168540 
 
Query  8108    CAACATATAAACATAGCATAATTATCTAAATTTTAGCAAATATTTTTCTCTATCTAATAA  
8167 
               |||||||||||||||||| ||||||| ||||||||||||||||||||||||||||||||| 
Sbjct  168539  CAACATATAAACATAGCACAATTATCAAAATTTTAGCAAATATTTTTCTCTATCTAATAA  
168480 
 
Query  8168    ACATTTTATAACATAGATTTGATACCTACATGTTGAATGCTATGTAAttttttatttttt  
8227 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  168479  ACATTTTATAACATAGATTTGATACCTACATGTTGAATGCTATGTAATTTTTTATTTTTT  
168420 
 
Query  8228    ATGTTAACTTGATTAACATTGATTCTATCCTTTAAATATTTATAATGTCAAATAAAAACA  
8287 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  168419  ATGTTAACTTGATTAACATTGATTCTATCCTTTAAATATTTATAATGTCAAATAAAAACA  
168360 
 
Query  8288    TTGAAGATTGGAATATAAATATTTTGTGTTTTACAATATTTAGAGAAACTTGGTTGATAT  
8347 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
58 
 
Sbjct  168359  TTGAAGATTGGAATATAAATATTTTGTGTTTTACAATATTTAGAGAAACTTGGTTGATAT  
168300 
 
Query  8348    CACAAAAAATTGTAAGACAAAATTAATGTCAAGTGAGTTTAGAATACTAAATGAAAATTT  
8407 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  168299  CACAAAAAATTGTAAGACAAAATTAATGTCAAGTGAGTTTAGAATACTAAATGAAAATTT  
168240 
 
Query  8408    TAACATaaaaaaaaaaaa-TCAATGGAATGGAACCCATCCAGCGCAACTAGCTGAGTCAC  
8466 
               |||||||||||||||||| ||||||||||||||||||||||||||||||||||||||||| 
Sbjct  168239  TAACATAAAAAAAAAAAAATCAATGGAATGGAACCCATCCAGCGCAACTAGCTGAGTCAC  
168180 
 
Query  8467    ATACAGTGCCAAAAGACATGGGTACTACAAATGCTCACTTTAGTGGCTATGGAACAACCA  
8526 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  168179  ATACAGTGCCAAAAGACATGGGTACTACAAATGCTCACTTTAGTGGCTATGGAACAACCA  
168120 
 
Query  8527    TCAGCATTCAGCTCTTCCTTTTT-CTGTCGTAGGCCAAGAGACAAAGTTTGTCACAGGTT  
8585 
               ||||||||||||||||||||||| |||||||||||||||||||||||||||||||||||| 
Sbjct  168119  TCAGCATTCAGCTCTTCCTTTTTTCTGTCGTAGGCCAAGAGACAAAGTTTGTCACAGGTT  
168060 
 
Query  8586    TACAAATTGATTGTGGCCACAATCACACGGTAAACATTAGAATGGAAGaaaaaaaaTCTG  
8645 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  168059  TACAAATTGATTGTGGCCACAATCACACGGTAAACATTAGAATGGAAGAAAAAAAATCTG  
168000 
 
Query  8646    TCTATGATCGATGTCGTGAACTTCACCCACTCCATCAATGAAGAATTTATTTTAAATACA  
8705 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  167999  TCTATGATCGATGTCGTGAACTTCACCCACTCCATCAATGAAGAATTTATTTTAAATACA  
167940 
 
Query  8706    GTTACACACCAACTTAATAAGACTTTTTGCACAAAATTACCTGATTGGGAGGAATATGAA  
8765 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  167939  GTTACACACCAACTTAATAAGACTTTTTGCACAAAATTACCTGATTGGGAGGAATATGAA  
167880 
 
Query  8766    TTGTCTTATAAATCACGTATTCACAAGTTCTACTTTTACAAAACTCTTTACATGTATTTT  
8825 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  167879  TTGTCTTATAAATCACGTATTCACAAGTTCTACTTTTACAAAACTCTTTACATGTATTTT  
167820 
 
Query  8826    CCaaaaaaagaaaaaTCTTTACATGTATGTTAACCTACCTAACAAATCTCTAATTAACCT  
8885 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  167819  CCAAAAAAAGAAAAATCTTTACATGTATGTTAACCTACCTAACAAATCTCTAATTAACCT  
167760 
 
59 
 
Query  8886    ATAAATTTTTTAAATGCTTTTTAAGAAAACTTTATAGGCAGATAGAAGATTGTTGAGAGT  
8945 
               |||||||||||||||||||||| ||||||||||||||||||||||||||||||||||||| 
Sbjct  167759  ATAAATTTTTTAAATGCTTTTTGAGAAAACTTTATAGGCAGATAGAAGATTGTTGAGAGT  
167700 
 
Query  8946    TTTTTAAATGCTTATCAACAATCTCCGATAGTCCCTTAGCTTTACCAAGTACATGAAAAT  
9005 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  167699  TTTTTAAATGCTTATCAACAATCTCCGATAGTCCCTTAGCTTTACCAAGTACATGAAAAT  
167640 
 
Query  9006    CTTACATATAATGCTTTTACTTTACCAACTATTAACTTGAGCACCGAAATCTTTACCCGT  
9065 
               ||||||||||||||||||||||||||||||||||||||||||||||||||||||||| || 
Sbjct  167639  CTTACATATAATGCTTTTACTTTACCAACTATTAACTTGAGCACCGAAATCTTTACCAGT  
167580 
 
Query  9066    ATGCTCATTTGATGCATATTAAAATGTACAAAATTTTATAGAGGCCTGATCAATACCATC  
9125 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  167579  ATGCTCATTTGATGCATATTAAAATGTACAAAATTTTATAGAGGCCTGATCAATACCATC  
167520 
 
Query  9126    GAATGAAACCTTAATGACATGCTACTTGTTAGCGATGTCAATAAAGGCTTACTCAAGGAT  
9185 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  167519  GAATGAAACCTTAATGACATGCTACTTGTTAGCGATGTCAATAAAGGCTTACTCAAGGAT  
167460 
 
Query  9186    TATTCCACAGGCCTAAATCATAGACAATTTTACTTAATTGTATTTATTCAATTAGTCCTT  
9245 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  167459  TATTCCACAGGCCTAAATCATAGACAATTTTACTTAATTGTATTTATTCAATTAGTCCTT  
167400 
 
Query  9246    AGATGTCAAAGAATATATTAGATGATAGTTTTAGTGGCATGATAGAGAATGAAACCCACA  
9305 
               |||||||||||||| ||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  167399  AGATGTCAAAGAATCTATTAGATGATAGTTTTAGTGGCATGATAGAGAATGAAACCCACA  
167340 
 
Query  9306    TCTATaaaaaaaaGAAGACAAAAGTTAGTTTTAGATCTTTAATCACTTGTGTGAATTCAT  
9365 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  167339  TCTATAAAAAAAAGAAGACAAAAGTTAGTTTTAGATCTTTAATCACTTGTGTGAATTCAT  
167280 
 
Query  9366    ATTAGTTTTACGTGTATTCGAAGTGAAAATATTCATCTGTATGAGACCATAAACATTCTT  
9425 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  167279  ATTAGTTTTACGTGTATTCGAAGTGAAAATATTCATCTGTATGAGACCATAAACATTCTT  
167220 
 
Query  9426    ATGAGAGACTTGTTTGAAGTATAATTTTTCATAGTACAGTAAAGCTGATTGTTGTTTTTT  
9485 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
60 
 
Sbjct  167219  ATGAGAGACTTGTTTGAAGTATAATTTTTCATAGTACAGTAAAGCTGATTGTTGTTTTTT  
167160 
 
Query  9486    CTCGTACGCAAAATTTATATTCAGGACAATGTTTAAGAGTGAAAACATAATAAAATTAAC  
9545 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  167159  CTCGTACGCAAAATTTATATTCAGGACAATGTTTAAGAGTGAAAACATAATAAAATTAAC  
167100 
 
Query  9546    CTCACAAAAAGTAAGtatatatatatatatatatatatatatatatatataaatctcaat  
9605 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  167099  CTCACAAAAAGTAAGTATATATATATATATATATATATATATATATATATAAATCTCAAT  
167040 
 
Query  9606    caattaaaataataataaggacaaataaatagattctcacaaaatataatttattattaa  
9665 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  167039  CAATTAAAATAATAATAAGGACAAATAAATAGATTCTCACAAAATATAATTTATTATTAA  
166980 
 
Query  9666    attaatttttaacattataacttaacgataaaatattttttttatatttttttATGAACT  
9725 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  166979  ATTAATTTTTAACATTATAACTTAACGATAAAATATTTTTTTTATATTTTTTTATGAACT  
166920 
 
Query  9726    AATTTAACAACTCATCACATCTTGCAAAACAAAATGAATCATTTATCCTAATAATAATTT  
9785 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  166919  AATTTAACAACTCATCACATCTTGCAAAACAAAATGAATCATTTATCCTAATAATAATTT  
166860 
 
Query  9786    AATTTAGGCGTTTATTTTATGATGATTTAGCATCTTTTTGGGAGAATACTaaaaaacata  
9845 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  166859  AATTTAGGCGTTTATTTTATGATGATTTAGCATCTTTTTGGGAGAATACTAAAAAACATA  
166800 
 
Query  9846    taaaagaaaaagaaatattcaggatgaaaaatgaaatgcgtgtgaaaatTGGAAGGAGGT  
9905 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  166799  TAAAAGAAAAAGAAATATTCAGGATGAAAAATGAAATGCGTGTGAAAATTGGAAGGAGGT  
166740 
 
Query  9906    AAGGCTGGGTCGACCCAGATCTAGTTGAGCTCACCAACTCCCGCTCCCATTTCCTTATTT  
9965 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  166739  AAGGCTGGGTCGACCCAGATCTAGTTGAGCTCACCAACTCCCGCTCCCATTTCCTTATTT  
166680 
 
Query  9966    ATAGACAGAGTCTGATTGTTTCCTCACCACTCCCTCCACTCTCTTTCTCTAGTCCTGTTA  
10025 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  166679  ATAGACAGAGTCTGATTGTTTCCTCACCACTCCCTCCACTCTCTTTCTCTAGTCCTGTTA  
166620 
 
61 
 
Query  10026   TTTCTCAGCGCGTAAAGCATGGCTTTGTTGGTGGAGAAAACCACGAGTGGTCGCGAGTAC  
10085 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  166619  TTTCTCAGCGCGTAAAGCATGGCTTTGTTGGTGGAGAAAACCACGAGTGGTCGCGAGTAC  
166560 
 
Query  10086   AAGGTCAAGGACCTTTCCCAGGCCGACTTCGGCCGCCTCGAGATCGAGCTGGCCGAGGTT  
10145 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  166559  AAGGTCAAGGACCTTTCCCAGGCCGACTTCGGCCGCCTCGAGATCGAGCTGGCCGAGGTT  
166500 
 
Query  10146   GAGATGCCCGGCCTCATGGCCTGTCGGACCGAGTTCGGCCCCTCCCAGCCCTTCAAGGGG  
10205 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  166499  GAGATGCCCGGCCTCATGGCCTGTCGGACCGAGTTCGGCCCCTCCCAGCCCTTCAAGGGG  
166440 
 
Query  10206   GCCCGCATCACCGGCTCCCTCCACATGACCATCCAGACCGCCGTTCTCATTGAGACCCTC  
10265 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  166439  GCCCGCATCACCGGCTCCCTCCACATGACCATCCAGACCGCCGTTCTCATTGAGACCCTC  
166380 
 
Query  10266   ACCGCCCTTGGCGCCGAGGTCCGCTGGTGCTCCTGCAACATCTTCTCCACCCAGGACCAC  
10325 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  166379  ACCGCCCTTGGCGCCGAGGTCCGCTGGTGCTCCTGCAACATCTTCTCCACCCAGGACCAC  
166320 
 
Query  10326   GCCGCCGCCGCTATTGCCCGCGACAGTGCCGCCGTCTTCGCCTGGAAGGGTGAGACCCTC  
10385 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  166319  GCCGCCGCCGCTATTGCCCGCGACAGTGCCGCCGTCTTCGCCTGGAAGGGTGAGACCCTC  
166260 
 
Query  10386   CAGGAGTACTGGTGGTGCACCGAGCGCGCCCTCGACTGGGGCCCCGGTGGTGGACCCGAC  
10445 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  166259  CAGGAGTACTGGTGGTGCACCGAGCGCGCCCTCGACTGGGGCCCCGGTGGTGGACCCGAC  
166200 
 
Query  10446   CTCATCGTCGACGACGGTGGTGACGCTACCCTTCTCATCCACGAAGGCGTCAAGGCCGAG  
10505 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  166199  CTCATCGTCGACGACGGTGGTGACGCTACCCTTCTCATCCACGAAGGCGTCAAGGCCGAG  
166140 
 
Query  10506   GAGCTCTATGAGAAGACCGGCGAACTCCCCGACCCCAACTCCACCGACAACGCCGAGTTT  
10565 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  166139  GAGCTCTATGAGAAGACCGGCGAACTCCCCGACCCCAACTCCACCGACAACGCCGAGTTT  
166080 
 
Query  10566   CAGATCGTGCTTACCATCATCAGAGATGGGTTGAAGACCGATCCCACCAGGTACCGCAAG  
10625 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
62 
 
Sbjct  166079  CAGATCGTGCTTACCATCATCAGAGATGGGTTGAAGACCGATCCCACCAGGTACCGCAAG  
166020 
 
Query  10626   ATGAAGGAGCGTCTCGTTGGGGTTTCTGAGGAAACCACCACTGGAGTTAAGAGGCTCTAT  
10685 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  166019  ATGAAGGAGCGTCTCGTTGGGGTTTCTGAGGAAACCACCACTGGAGTTAAGAGGCTCTAT  
165960 
 
Query  10686   CAGATGCAGGCGAATGGGACTCTTCTCTTCCCTGCTATTAATGTCAATGACTCTGTCACC  
10745 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  165959  CAGATGCAGGCGAATGGGACTCTTCTCTTCCCTGCTATTAATGTCAATGACTCTGTCACC  
165900 
 
Query  10746   AAGAGCAAGGTAATGTCTCTTTTTCCCCCAGATCTAGTGTCTTTTTTGTGTTAAAATGTA  
10805 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  165899  AAGAGCAAGGTAATGTCTCTTTTTCCCCCAGATCTAGTGTCTTTTTTGTGTTAAAATGTA  
165840 
 
Query  10806   GGATTGAGTTCGGATCTGTTGTTTTTGGATGGGTTTTGTGCCATTGGTGAAATGAGGTTT  
10865 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  165839  GGATTGAGTTCGGATCTGTTGTTTTTGGATGGGTTTTGTGCCATTGGTGAAATGAGGTTT  
165780 
 
Query  10866   TGAACCTGTCAACTGTTTGACTAATGTCCTCTAAGAAGTCTGGATCGGTATTGGGTGCTA  
10925 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  165779  TGAACCTGTCAACTGTTTGACTAATGTCCTCTAAGAAGTCTGGATCGGTATTGGGTGCTA  
165720 
 
Query  10926   TTTTAGTGTGTTTGGATCTGTGTGTTGAAACGTCAGAACATTAGTAAGTTGCTTGCTAAC  
10985 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  165719  TTTTAGTGTGTTTGGATCTGTGTGTTGAAACGTCAGAACATTAGTAAGTTGCTTGCTAAC  
165660 
 
Query  10986   GTGACTTTAGGTAAATGGTCACATGTTTTATTACACAAATAAGGAATTGATTCTGAGTGC  
11045 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  165659  GTGACTTTAGGTAAATGGTCACATGTTTTATTACACAAATAAGGAATTGATTCTGAGTGC  
165600 
 
Query  11046   ACATTTTGATTTGAAGCTACTTTTGGATAGGATAAAATAAATTATACTGAATTTTACTAC  
11105 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  165599  ACATTTTGATTTGAAGCTACTTTTGGATAGGATAAAATAAATTATACTGAATTTTACTAC  
165540 
 
Query  11106   TGTTTTTGGTTTTAAAATAAAAAA-TGTTCAAACATAAATCATGTTGTTTCGAAATCTAT  
11164 
               |||||||||||||||||||||||| |||||||||||||||||||||||||| ||||| || 
Sbjct  165539  TGTTTTTGGTTTTAAAATAAAAAAATGTTCAAACATAAATCATGTTGTTTCAAAATCAAT  
165480 
 
63 
 
Query  11165   TTTAACTCGAAATCGTTTTCATTCAAAATTGGTTTTGCAAACATTGATCCAAACCGAGTC  
11224 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  165479  TTTAACTCGAAATCGTTTTCATTCAAAATTGGTTTTGCAAACATTGATCCAAACCGAGTC  
165420 
 
Query  11225   TTTTGTGACGGGTTGTTTATTGATTAGGGTATTGAAAGTAAGAAGTGGGTGATTGGATTT  
11284 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  165419  TTTTGTGACGGGTTGTTTATTGATTAGGGTATTGAAAGTAAGAAGTGGGTGATTGGATTT  
165360 
 
Query  11285   TGAGGACATTATACTAGCTGGTCATGGATCTAGTTGATTATAATTGGAttttgctttgtt  
11344 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  165359  TGAGGACATTATACTAGCTGGTCATGGATCTAGTTGATTATAATTGGATTTTGCTTTGTT  
165300 
 
Query  11345   gcttgtgttttgtttgtttaaccttttaatctgtggttttttaacagtttgACAACTTGT  
11404 
               |||||||||||||||||||||||||||||||||||||||| ||||||||||||||||||| 
Sbjct  165299  GCTTGTGTTTTGTTTGTTTAACCTTTTAATCTGTGGTTTTGTAACAGTTTGACAACTTGT  
165240 
 
Query  11405   ATGGGTGCCGTCACTCTCTCCCTGATGGTCTCATGAGGGCTACCGATGTTATGATTGCTG  
11464 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  165239  ATGGGTGCCGTCACTCTCTCCCTGATGGTCTCATGAGGGCTACCGATGTTATGATTGCTG  
165180 
 
Query  11465   GAAAGGTGGCTGTTGTGGCTGGATATGGTGATGTTGGCAAGGGTTGTGCTGCTGCAATGA  
11524 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  165179  GAAAGGTGGCTGTTGTGGCTGGATATGGTGATGTTGGCAAGGGTTGTGCTGCTGCAATGA  
165120 
 
Query  11525   AGCAGGCTGGTGCTCGTGTCATCGTGACCGAGATTGATCCCATCTGTGCCCTTCAGGCTC  
11584 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  165119  AGCAGGCTGGTGCTCGTGTCATCGTGACCGAGATTGATCCCATCTGTGCCCTTCAGGCTC  
165060 
 
Query  11585   TCATGGAAGGCCTTCAGGTTCTGACCTTGGAGGATGTTGTTTCTGAGGCTGATATCTTTG  
11644 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  165059  TCATGGAAGGCCTTCAGGTTCTGACCTTGGAGGATGTTGTTTCTGAGGCTGATATCTTTG  
165000 
 
Query  11645   TCACCACCACCGGTAACAAGGACATCATCATGGTTGACCACATGAGGAAAATGAAGAACA  
11704 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  164999  TCACCACCACCGGTAACAAGGACATCATCATGGTTGACCACATGAGGAAAATGAAGAACA  
164940 
 
Query  11705   ATGCCATTGTTTGCAACATTGGTCACTTTGACAATGAGATCGACATGCTTGGGCTGGAGA  
11764 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
64 
 
Sbjct  164939  ATGCCATTGTTTGCAACATTGGTCACTTTGACAATGAGATCGACATGCTTGGGCTGGAGA  
164880 
 
Query  11765   ACTACCCCGGCGTGAAGCGCATCACCATCAAGCCCCAAACTGACAGATGGGTCTTCCCTG  
11824 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  164879  ACTACCCCGGCGTGAAGCGCATCACCATCAAGCCCCAAACTGACAGATGGGTCTTCCCTG  
164820 
 
Query  11825   AGACCAACACCGGTATCATTGTCTTGGCTGAGGGTCGATTGATGAACTTGGGATGCGCCA  
11884 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  164819  AGACCAACACCGGTATCATTGTCTTGGCTGAGGGTCGATTGATGAACTTGGGATGCGCCA  
164760 
 
Query  11885   CTGGACACCCCAGTTTTGTGATGTCCTGCTCCTTCACCAACCAGGTCATTGCTCAGCTTG  
11944 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  164759  CTGGACACCCCAGTTTTGTGATGTCCTGCTCCTTCACCAACCAGGTCATTGCTCAGCTTG  
164700 
 
Query  11945   AGTTGTGGAAGGAGAAGAGTACCGGCAAGTACGAGAAGAAGGTTTACGTTTTGCCCAAGC  
12004 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  164699  AGTTGTGGAAGGAGAAGAGTACCGGCAAGTACGAGAAGAAGGTTTACGTTTTGCCCAAGC  
164640 
 
Query  12005   ACCTTGATGAGAAGGTGGCTGCACTTCACCTGGGCAAACTTGGAGCTAAGCTGACCCAGC  
12064 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  164639  ACCTTGATGAGAAGGTGGCTGCACTTCACCTGGGCAAACTTGGAGCTAAGCTGACCCAGC  
164580 
 
Query  12065   TTAGCAAGTCCCAGGCTGATTACATCAGTGTGCCTGTTGAGGGTCCATACAAGCCTGCTC  
12124 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  164579  TTAGCAAGTCCCAGGCTGATTACATCAGTGTGCCTGTTGAGGGTCCATACAAGCCTGCTC  
164520 
 
Query  12125   ACTACAGGTACTAAGTGATTGAGATGATCAACTGAAAAGTGAGTGAGGGAAAGACAAAAA  
12184 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  164519  ACTACAGGTACTAAGTGATTGAGATGATCAACTGAAAAGTGAGTGAGGGAAAGACAAAAA  
164460 
 
Query  12185   TCGGTTTTATCAATCGGATTTGATTGTTTAAttttcctttttttgatttttGGTGTTAGA  
12244 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  164459  TCGGTTTTATCAATCGGATTTGATTGTTTAATTTTCCTTTTTTTGATTTTTGGTGTTAGA  
164400 
 
Query  12245   CTTTTCAGATTTGTGGTAGAAGAATTGTAGCCATTTTTATTTCTGTAGAACTTTTGTTCG  
12304 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  164399  CTTTTCAGATTTGTGGTAGAAGAATTGTAGCCATTTTTATTTCTGTAGAACTTTTGTTCG  
164340 
 
65 
 
Query  12305   AGTGGGTGGGACCAGTAAGGAGGAAGGCGGCATCCTGTTGGTTTCTGTGATATGAAACCA  
12364 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  164339  AGTGGGTGGGACCAGTAAGGAGGAAGGCGGCATCCTGTTGGTTTCTGTGATATGAAACCA  
164280 
 
Query  12365   ATTTGGGTTGAATAAGGCTTGTTTTGTTTGGGGGATGTGTGCATTTTGCTTTATTAAATA  
12424 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  164279  ATTTGGGTTGAATAAGGCTTGTTTTGTTTGGGGGATGTGTGCATTTTGCTTTATTAAATA  
164220 
 
Query  12425   CTAAAATTTGTGTTTCTTTCTGCCTTTTCAATATATCAAAGAAAATaaaaaaaTTCCTAC  
12484 
               ||||||||||||||||||||||||||||||||| |||||||||||||||||||||||||| 
Sbjct  164219  CTAAAATTTGTGTTTCTTTCTGCCTTTTCAATACATCAAAGAAAATAAAAAAATTCCTAC  
164160 
 
Query  12485   CCATCTATCATCTAGTTTCGGAAACACATCGACACATTGTGGTATTATTTGGTGCTTCTG  
12544 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  164159  CCATCTATCATCTAGTTTCGGAAACACATCGACACATTGTGGTATTATTTGGTGCTTCTG  
164100 
 
Query  12545   CAATATTTTTAAGAAAGGGCAATCAGGGTAATTAAGTTCTCCAACTAATCCGATTTGAGC  
12604 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  164099  CAATATTTTTAAGAAAGGGCAATCAGGGTAATTAAGTTCTCCAACTAATCCGATTTGAGC  
164040 
 
Query  12605   TATATGGTGAATTAACTTAAGGGGTGAAGCTCTCACAAGTTGAATCAAATTCTTCACGTT  
12664 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  164039  TATATGGTGAATTAACTTAAGGGGTGAAGCTCTCACAAGTTGAATCAAATTCTTCACGTT  
163980 
 
Query  12665   AAACTATATTTACTGGAGTGTGGCTAGGAGTGATGTTTTTGGCCTTGGTTAAACTATATT  
12724 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  163979  AAACTATATTTACTGGAGTGTGGCTAGGAGTGATGTTTTTGGCCTTGGTTAAACTATATT  
163920 
 
Query  12725   TACTCTCCTTTGTTAATATGGTGTAACCGAGGTATACTATCTTTGTTGGACTTTTATCCA  
12784 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  163919  TACTCTCCTTTGTTAATATGGTGTAACCGAGGTATACTATCTTTGTTGGACTTTTATCCA  
163860 
 
Query  12785   CTTTGTAATTGATTGGGGGCACCCATTTGTGCCTTTTATATATATACCCTATATTTTCGC  
12844 
               ||||||||||||||||||||||||||||||||||||||||||||||| |||||||||||| 
Sbjct  163859  CTTTGTAATTGATTGGGGGCACCCATTTGTGCCTTTTATATATATACACTATATTTTCGC  
163800 
 
Query  12845   TGTTTTAATaaaaaaataaaaaTTCTTTACGTTAATCTTCTCCCATCTCGACAATCCTTG  
12904 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
66 
 
Sbjct  163799  TGTTTTAATAAAAAAATAAAAATTCTTTACGTTAATCTTCTCCCATCTCGACAATCCTTG  
163740 
 
Query  12905   GAAGAGAAATAAGAAAATAAGAGAATATATTTATCtttttaattcatagtatttatcgta  
12964 
               ||||||||||||||||||||||||||||||||||||||||||||||||||||||||| || 
Sbjct  163739  GAAGAGAAATAAGAAAATAAGAGAATATATTTATCTTTTTAATTCATAGTATTTATCATA  
163680 
 
Query  12965   aagtaaaagtattttaataaagaaattattttaaaaaaaattatttgattttttaaaaag  
13024 
               |||||||||||||||||||||||||||||||| ||||||||||||||||||||||||||| 
Sbjct  163679  AAGTAAAAGTATTTTAATAAAGAAATTATTTTTAAAAAAATTATTTGATTTTTTAAAAAG  
163620 
 
Query  13025   aaattaagaaaaaaaaaGAAGATACACAAAATCATTTCCAATCATGAACAATGGAGAAGA  
13084 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  163619  AAATTAAGAAAAAAAAAGAAGATACACAAAATCATTTCCAATCATGAACAATGGAGAAGA  
163560 
 
Query  13085   ATTTCCCAAATGAACCCACAGAATTTGTCAATTTCGTTCTTATTTCTTTCTGAACCAATC  
13144 
               ||||||||||||||||||||||||||||||||||||||||||||||||| |||||||||| 
Sbjct  163559  ATTTCCCAAATGAACCCACAGAATTTGTCAATTTCGTTCTTATTTCTTTTTGAACCAATC  
163500 
 
Query  13145   GAGTGAAATCTCTCCTTTCTATTTCTCTCCTTAACACCCAATCCAATTATAATGTTCAGG  
13204 
               ||||||||| |||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  163499  GAGTGAAATGTCTCCTTTCTATTTCTCTCCTTAACACCCAATCCAATTATAATGTTCAGG  
163440 
 
Query  13205   ACTCCTTTCATAGTGaaaaaaaaaTTGTTCATTCTTAAAATCAAGAGATTCCTATTTTGT  
13264 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  163439  ACTCCTTTCATAGTGAAAAAAAAATTGTTCATTCTTAAAATCAAGAGATTCCTATTTTGT  
163380 
 
Query  13265   TATTAACCTCATAAAACATAGCTCCCAAATAGCCTATGAAATCGTTTGCTTTAATTTCTT  
13324 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  163379  TATTAACCTCATAAAACATAGCTCCCAAATAGCCTATGAAATCGTTTGCTTTAATTTCTT  
163320 
 
Query  13325   TAGTTTTTGTTACAATGATAAAACGAATTTAGACCTCGCCCAAATTATAAAACAATATGG  
13384 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  163319  TAGTTTTTGTTACAATGATAAAACGAATTTAGACCTCGCCCAAATTATAAAACAATATGG  
163260 
 
Query  13385   TTTGTTGCTTAGaaaaaggaaaggaaaaagacaaaagcgactaagggataaaaaCTTCCC  
13444 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  163259  TTTGTTGCTTAGAAAAAGGAAAGGAAAAAGACAAAAGCGACTAAGGGATAAAAACTTCCC  
163200 
 
67 
 
Query  13445   CATACTATTTTACTAGATATGGGTCTAAACTTTAGCATGCACATTGATCCAATTTAGGCT  
13504 
               ||||||||          ||||||||||| |||||||||||||||||||||||||||||| 
Sbjct  163199  CATACTAT----------ATGGGTCTAAATTTTAGCATGCACATTGATCCAATTTAGGCT  
163150 
 
Query  13505   CAGAGCATTCTTGTTTCACATCAATTTTTGCAAGACTCTGTGCTGGATGATTCTCTGTTT  
13564 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  163149  CAGAGCATTCTTGTTTCACATCAATTTTTGCAAGACTCTGTGCTGGATGATTCTCTGTTT  
163090 
 
Query  13565   TTGCGTGAAAAAATGAGTGCAAAAGTTCCTCAGTGACGCATTGGATTTGAATATCCTAAC  
13624 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  163089  TTGCGTGAAAAAATGAGTGCAAAAGTTCCTCAGTGACGCATTGGATTTGAATATCCTAAC  
163030 
 
Query  13625   GTACGTCTTGAATGCTGTTGGTAAAGAGTGGCAACAAGTAAAAGTCGTATTCTTCACTAG  
13684 
               |||||||||||||||||||||||||||||||||||||| ||||||||||||||||||||| 
Sbjct  163029  GTACGTCTTGAATGCTGTTGGTAAAGAGTGGCAACAAGAAAAAGTCGTATTCTTCACTAG  
162970 
 
Query  13685   AACATAGGTGCTCTTTTTGGGTCAACTATTTTTATTGTGTCACTCATCTTCGATGTTTAG  
13744 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  162969  AACATAGGTGCTCTTTTTGGGTCAACTATTTTTATTGTGTCACTCATCTTCGATGTTTAG  
162910 
 
Query  13745   TCTTGCATTGCATTGCCATTAATTATAGCGGTGTTTGCTGAACGGATCCTTTATAGTGAA  
13804 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  162909  TCTTGCATTGCATTGCCATTAATTATAGCGGTGTTTGCTGAACGGATCCTTTATAGTGAA  
162850 
 
Query  13805   TTTTATGTATCTGTCAGAGTCAGATTCAATACAAGCCTTGCCTGAACTTCTCAATACTGA  
13864 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  162849  TTTTATGTATCTGTCAGAGTCAGATTCAATACAAGCCTTGCCTGAACTTCTCAATACTGA  
162790 
 
Query  13865   TCTGGAAAAGGACAAGAGGCCAATAACACAATTTGCATCTCGAATACGCCAATTGTATTT  
13924 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  162789  TCTGGAAAAGGACAAGAGGCCAATAACACAATTTGCATCTCGAATACGCCAATTGTATTT  
162730 
 
Query  13925   TTATACGCAGCCTCATTCATAGTCCATTAGTCAAAGTATGTGGTTTGAAAACAGGAATAA  
13984 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  162729  TTATACGCAGCCTCATTCATAGTCCATTAGTCAAAGTATGTGGTTTGAAAACAGGAATAA  
162670 
 
Query  13985   CGAAAACCAAGTATGAGAGTGCCAGTAAAGATTGATTGAGTAACAAGTCACTATTGAGAT  
14044 
               |||||||||||||||||||||| ||||||||||||||||||||||||||||||||||||| 
68 
 
Sbjct  162669  CGAAAACCAAGTATGAGAGTGCTAGTAAAGATTGATTGAGTAACAAGTCACTATTGAGAT  
162610 
 
Query  14045   GTTTCCAAAAACGTCAACGACAAATAAACAATTTTGATAAAAGTTTCATGATATTTTCCC  
14104 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  162609  GTTTCCAAAAACGTCAACGACAAATAAACAATTTTGATAAAAGTTTCATGATATTTTCCC  
162550 
 
Query  14105   TAATATTTTATTAAGAATCTTGAATAAGCTAATGTTAGGTGTGAAAATAAGCATGAACAA  
14164 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  162549  TAATATTTTATTAAGAATCTTGAATAAGCTAATGTTAGGTGTGAAAATAAGCATGAACAA  
162490 
 
Query  14165   CTTGGATATTAATAGACCAACAAAGTAAAAAGGTCCTATCTTGCTTAGTCCCCAATCCTC  
14224 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  162489  CTTGGATATTAATAGACCAACAAAGTAAAAAGGTCCTATCTTGCTTAGTCCCCAATCCTC  
162430 
 
Query  14225   AATAAATAATACAGTAGAAAGGATAAAACTACTGGAAATCCTTCTATATAATTATGAATT  
14284 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||| | 
Sbjct  162429  AATAAATAATACAGTAGAAAGGATAAAACTACTGGAAATCCTTCTATATAATTATGAAGT  
162370 
 
Query  14285   ATCACATTCAATAAATCTAGATAACATTAAATGCATGAAAAATAAAAGATAGAAATTTCA  
14344 
               |||||||||||||||||| ||||||||||||||||| ||||||||||||||| ||||||| 
Sbjct  162369  ATCACATTCAATAAATCTTGATAACATTAAATGCATCAAAAATAAAAGATAGGAATTTCA  
162310 
 
Query  14345   AGATTTTGGAATTTCATCTTTAACTCTGACTAGTATCATATTCATTTTATAAAAATGAAG  
14404 
               || ||||| || |||||||||||||||||    ||||| |||||||||||||| ||  || 
Sbjct  162309  AGGTTTTGAAAGTTCATCTTTAACTCTGA----TATCACATTCATTTTATAAAGATCGAG  
162254 
 
Query  14405   ATAACATTTTAAAGGGTTCTTAAAATTATGAAAAATAATTTATTTCTATTTATTACTCTC  
14464 
               |||||||||| |||| ||||| ||| |||||||| |||||||||||||||||||||| || 
Sbjct  162253  ATAACATTTTTAAGGATTCTTGAAAATATGAAAATTAATTTATTTCTATTTATTACTTTC  
162194 
 
Query  14465   GTGTGAAATCATATCCCTCAATTATATAAATGGAGACTTGTGATAAATTGTAGCAAACAA  
14524 
               | ||||||| ||| |||| || |||||||||| | ||||||||| | ||||||||||||| 
Sbjct  162193  GGGTGAAATTATACCCCTTAACTATATAAATGAAAACTTGTGATGAGTTGTAGCAAACAA  
162134 
 
Query  14525   GTGAGATGCTTTTAAGAGTGAGAAAGTTTTTGTAATCTTTTTTAATAAAAAAGAGTTATA  
14584 
               ||||||||||||||||||||||| ||||||||||||  | || ||||||| ||||||||| 
Sbjct  162133  GTGAGATGCTTTTAAGAGTGAGAGAGTTTTTGTAATTCTCTTCAATAAAAGAGAGTTATA  
162074 
 
69 
 
Query  14585   CTTCTTCATACTTGGTGAGTGCTTGAAAAATATTTTAAATCATCATATTGAGTGAGATTA  
14644 
                ||| | |||||||||||||| |||| ||||||||||||||||||||||||||||||||| 
Sbjct  162073  TTTCATTATACTTGGTGAGTGTTTGAGAAATATTTTAAATCATCATATTGAGTGAGATTA  
162014 
 
Query  14645   AAATCATTGTAATCCTATTTCATAGTGAAAATatttttttttgatttgatttcgcaattt  
14704 
               ||||||||||||||||||||||||||||| ||||||||||| || |||||||||  |||| 
Sbjct  162013  AAATCATTGTAATCCTATTTCATAGTGAAGATATTTTTTTT-GACTTGATTTCGTGATTT  
161955 
 
Query  14705   tttcctttcacattaattttttttta-tattattattcttctcttattctcttagtttat  
14763 
               |||||||||||||||| ||||||||  ||||||| ||||||||||||||||||||||||| 
Sbjct  161954  TTTCCTTTCACATTAAATTTTTTTTGGTATTATTCTTCTTCTCTTATTCTCTTAGTTTAT  
161895 
 
Query  14764   ttttcttattattcatcttaATGATATAAAGTGGGAAATTTATTCTTGATATTTTCCAAC  
14823 
               ||||||||| |||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  161894  TTTTCTTATCATTCATCTTAATGATATAAAGTGGGAAATTTATTCTTGATATTTTCCAAC  
161835 
 
Query  14824   AAAAATAAAGCAGGCTATCAATCCCATTACTAAACAAGTCCAAAGTTGGTGGGTTGCGGG  
14883 
               |||||||||||||| ||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  161834  AAAAATAAAGCAGGTTATCAATCCCATTACTAAACAAGTCCAAAGTTGGTGGGTTGCGGG  
161775 
 
Query  14884   TGGTAGGTGTGTTAAACGTGTTCGACAAATCTTTAAATTACGATCTCAATTCTCTACTGC  
14943 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  161774  TGGTAGGTGTGTTAAACGTGTTCGACAAATCTTTAAATTACGATCTCAATTCTCTACTGC  
161715 
 
Query  14944   CGAAGGTGTGACCTCACATACATCTTTGTATACTATTAATAAATAATAAATTTATGCGAA  
15003 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  161714  CGAAGGTGTGACCTCACATACATCTTTGTATACTATTAATAAATAATAAATTTATGCGAA  
161655 
 
Query  15004   AATGATGTTGTTATGGCATTATTTTATGTCAAGACAAAAACATGAAATGTGGAGTATCTG  
15063 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  161654  AATGATGTTGTTATGGCATTATTTTATGTCAAGACAAAAACATGAAATGTGGAGTATCTG  
161595 
 
Query  15064   CCATTTGGTTCTCTCTAATTATTGTTTGAAATAGTGGTTTTCATAGAATCATCATTCAGC  
15123 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  161594  CCATTTGGTTCTCTCTAATTATTGTTTGAAATAGTGGTTTTCATAGAATCATCATTCAGC  
161535 
 
Query  15124   TGGATTCAAATGATGCCT-----------AATCTAACGCATGACACTCAATCACTATGGA  
15172 
               |||||||||||||||| |           ||||||||||||||||||||||| ||||||| 
70 
 
Sbjct  161534  TGGATTCAAATGATGCATTTAGTTAAGGAAATCTAACGCATGACACTCAATCCCTATGGA  
161475 
 
Query  15173   GAAGCACTAAGCAAGTTGTTTGAATCATATCATATGACCAGGAGCGTAAGCAACAATAGA  
15232 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  161474  GAAGCACTAAGCAAGTTGTTTGAATCATATCATATGACCAGGAGCGTAAGCAACAATAGA  
161415 
 
Query  15233   ATGAATATAGATGATGTAATACAAAATTTATATTCATTTTAGGCATATGAAACTTGACCG  
15292 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  161414  ATGAATATAGATGATGTAATACAAAATTTATATTCATTTTAGGCATATGAAACTTGACCG  
161355 
 
Query  15293   TTTACGTTCAATATCATTTTACGGACAAGAATGTCAAGTACTAACTCATCTCATCTCGTG  
15352 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  161354  TTTACGTTCAATATCATTTTACGGACAAGAATGTCAAGTACTAACTCATCTCATCTCGTG  
161295 
 
Query  15353   CTAGGTTTGGTTGGATTATAATAGTTTCAAATCTTAAACTCATAAtttttttAAGGATTT  
15412 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  161294  CTAGGTTTGGTTGGATTATAATAGTTTCAAATCTTAAACTCATAATTTTTTTAAGGATTT  
161235 
 
Query  15413   AACTTTCAATTAGCAAAAACTACTTAAGATTCAATTAATCTTACCCAAGCACGAAACATT  
15472 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  161234  AACTTTCAATTAGCAAAAACTACTTAAGATTCAATTAATCTTACCCAAGCACGAAACATT  
161175 
 
Query  15473   TAAGGTGAGAAAGTTTTCCCATGTTTATTTTTTCGGTTCACAACATTTGAACTTGGAACT  
15532 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  161174  TAAGGTGAGAAAGTTTTCCCATGTTTATTTTTTCGGTTCACAACATTTGAACTTGGAACT  
161115 
 
Query  15533   CTATATAAGAAAATCAAtttttttACTAAATGCAAGAGACGTTAGTTTAATGAAATTTAT  
15592 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  161114  CTATATAAGAAAATCAATTTTTTTACTAAATGCAAGAGACGTTAGTTTAATGAAATTTAT  
161055 
 
Query  15593   CATGTAAATGAtttttttttCTTAACCTGGAATCAATTTTGAATAACAAttttttttATT  
15652 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  161054  CATGTAAATGATTTTTTTTTCTTAACCTGGAATCAATTTTGAATAACAATTTTTTTTATT  
160995 
 
Query  15653   ACAACAGGAAGAAAGTAGAGCTTATTAGGGTATTATAACATCACCAAGTAAGTATCAAAA  
15712 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  160994  ACAACAGGAAGAAAGTAGAGCTTATTAGGGTATTATAACATCACCAAGTAAGTATCAAAA  
160935 
 
71 
 
Query  15713   CTATATGAAAGAGGTTACAAATTTGTAAACGATTTACTCGTGTGACTTGAGTTTTATAAA  
15772 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  160934  CTATATGAAAGAGGTTACAAATTTGTAAACGATTTACTCGTGTGACTTGAGTTTTATAAA  
160875 
 
Query  15773   GAAGTTACAAAATCTTTTTAGCCTTCTTAGACAAGTTAAAATAAACTTACACTTCTATAA  
15832 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  160874  GAAGTTACAAAATCTTTTTAGCCTTCTTAGACAAGTTAAAATAAACTTACACTTCTATAA  
160815 
 
Query  15833   TCACCATGAAATCTAGAGGCTAAATCATCACTTATATCATGAAAGATGAAAAATAGTAAT  
15892 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  160814  TCACCATGAAATCTAGAGGCTAAATCATCACTTATATCATGAAAGATGAAAAATAGTAAT  
160755 
 
Query  15893   CAAGAGACTTTAAGAGTTAGATTTATGTGTTTTATCTTTACATGAAAGAGAATAGCAATT  
15952 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  160754  CAAGAGACTTTAAGAGTTAGATTTATGTGTTTTATCTTTACATGAAAGAGAATAGCAATT  
160695 
 
Query  15953   TAAAAACTTTAAGATTTAGTTATTTTTACTTATATGATGTTAAAtttttttatttttATT  
16012 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  160694  TAAAAACTTTAAGATTTAGTTATTTTTACTTATATGATGTTAAATTTTTTTATTTTTATT  
160635 
 
Query  16013   GGATGTGAGACTTTATTTCACATTTATACTTCAAT--------TTCTACCAATAAAAAAG  
16064 
               ||||||| |||||||||||||||||||||||||||        ||||||||||||||||| 
Sbjct  160634  GGATGTGGGACTTTATTTCACATTTATACTTCAATAATTCAATTTCTACCAATAAAAAAG  
160575 
 
Query  16065   AGTAATAATTGCAAGGGAAAAAACAGAGGAAACAGGTTGGAGTTTTATGCACCCTCTTCT  
16124 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  160574  AGTAATAATTGCAAGGGAAAAAACAGAGGAAACAGGTTGGAGTTTTATGCACCCTCTTCT  
160515 
 
Query  16125   AGGGAATTTGTTAGCTTTGTGCTTTGATGACCTCGTAAAGAAAAGAGAAATTTTGAAATT  
16184 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  160514  AGGGAATTTGTTAGCTTTGTGCTTTGATGACCTCGTAAAGAAAAGAGAAATTTTGAAATT  
160455 
 
Query  16185   TCAAATTGTTTCAGATGCAGAAAAATCACAAAGGTTTAGGCTCTAGGCTTTTTAGAGGTT  
16244 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  160454  TCAAATTGTTTCAGATGCAGAAAAATCACAAAGGTTTAGGCTCTAGGCTTTTTAGAGGTT  
160395 
 
Query  16245   TATGGCCCAATAAAGGTGAATTTTTTCAAATTGGGCTTCTCGACTTAACATTATTTTTAG  
16304 
               ||||||||||||||||||||||||||||||||||||||||| |||||||||||||||||| 
72 
 
Sbjct  160394  TATGGCCCAATAAAGGTGAATTTTTTCAAATTGGGCTTCTCAACTTAACATTATTTTTAG  
160335 
 
Query  16305   AATTAAGTTTTACAAAAGTAATGTAAGTAGAAAATCATAATACACTAATTGACATATTCA  
16364 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  160334  AATTAAGTTTTACAAAAGTAATGTAAGTAGAAAATCATAATACACTAATTGACATATTCA  
160275 
 
Query  16365   ATTAAATAAAAATACTTGATTATTTTATAAATACATATATTGCTTATATAATAACATTAA  
16424 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  160274  ATTAAATAAAAATACTTGATTATTTTATAAATACATATATTGCTTATATAATAACATTAA  
160215 
 
Query  16425   GAATTTCATATGGTGACTATTGTttaacagaaaaataattctaaattaaactatagcaat  
16484 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  160214  GAATTTCATATGGTGACTATTGTTTAACAGAAAAATAATTCTAAATTAAACTATAGCAAT  
160155 
 
Query  16485   aattaataataacattaaaattacatattatactaaaaaaataaaaTTTAGTTCCTAAGT  
16544 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  160154  AATTAATAATAACATTAAAATTACATATTATACTAAAAAAATAAAATTTAGTTCCTAAGT  
160095 
 
Query  16545   CTCTTAGTTTTAAGATTTGTTAATTGAATTTTATGCATTATACCCAATTCTTAAATCGCT  
16604 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  160094  CTCTTAGTTTTAAGATTTGTTAATTGAATTTTATGCATTATACCCAATTCTTAAATCGCT  
160035 
 
Query  16605   TTGTTGCCATCCCTCCTTAAATATCATCATATTTTGTCTGTCATCTTAGGCCCAAAAAGC  
16664 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  160034  TTGTTGCCATCCCTCCTTAAATATCATCATATTTTGTCTGTCATCTTAGGCCCAAAAAGC  
159975 
 
Query  16665   TTTCATTCCAAAAGCCTGATAGACCCCCCTTTGCTTTGCCTGCCGAAACAGTGAAACACT  
16724 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  159974  TTTCATTCCAAAAGCCTGATAGACCCCCCTTTGCTTTGCCTGCCGAAACAGTGAAACACT  
159915 
 
Query  16725   TGCTGCTGTGGATAATAACAAGAAAAAGCTACAGTGTAGAAAATAGTTGCTGACCTCATT  
16784 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  159914  TGCTGCTGTGGATAATAACAAGAAAAAGCTACAGTGTAGAAAATAGTTGCTGACCTCATT  
159855 
 
Query  16785   ATCTGTCAGAGGAACACTGGCTTATATTGTAAAATAAAAATCTAAATTCAGATAGGCAAA  
16844 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  159854  ATCTGTCAGAGGAACACTGGCTTATATTGTAAAATAAAAATCTAAATTCAGATAGGCAAA  
159795 
 
73 
 
Query  16845   GGGAACTAACTAGTTAATGCAGATGTGATCAAATTTTCCaataaaaatgataaaataaaa  
16904 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  159794  GGGAACTAACTAGTTAATGCAGATGTGATCAAATTTTCCAATAAAAATGATAAAATAAAA  
159735 
 
Query  16905   atcttcatctaattaaataaaaatgacaaaaaaagagtaaagagttgaaaaataatTTAT  
16964 
               ||||||||||||||||| |||||||||||||||||||||||||||||||||||||||||| 
Sbjct  159734  ATCTTCATCTAATTAAACAAAAATGACAAAAAAAGAGTAAAGAGTTGAAAAATAATTTAT  
159675 
 
Query  16965   TTCCTTTCCCCTCTCTTTTTGTTGTTGAAAAAGACTGAGATGGGGAGGGTGGGTAAATTG  
17024 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  159674  TTCCTTTCCCCTCTCTTTTTGTTGTTGAAAAAGACTGAGATGGGGAGGGTGGGTAAATTG  
159615 
 
Query  17025   GGTACTCTTTCTATACTAACACTATAAAATATGAGGCCCACAAGTGCTCTTGAGTAGAGT  
17084 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  159614  GGTACTCTTTCTATACTAACACTATAAAATATGAGGCCCACAAGTGCTCTTGAGTAGAGT  
159555 
 
Query  17085   ATGGAGTGTGGATCCCCTAGGGGCACCAAAGCATAAATGCTCACTTGGATAGTTGTTGTT  
17144 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  159554  ATGGAGTGTGGATCCCCTAGGGGCACCAAAGCATAAATGCTCACTTGGATAGTTGTTGTT  
159495 
 
Query  17145   GGAAGTGGCCTACCATTACCTATAGGCTATAGCATAGCATGCTTGGACATATCTATTGTT  
17204 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  159494  GGAAGTGGCCTACCATTACCTATAGGCTATAGCATAGCATGCTTGGACATATCTATTGTT  
159435 
 
Query  17205   CAACAAACATATCAATATTGCTTTCAAAGGCCATTTTGTCAAGCTTCACAAATCTACAGC  
17264 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  159434  CAACAAACATATCAATATTGCTTTCAAAGGCCATTTTGTCAAGCTTCACAAATCTACAGC  
159375 
 
Query  17265   CCTCAGTTTTTTAAGTTTGACATTGGCACATGACATGGCTATTTACTAACTTTGCAATGT  
17324 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  159374  CCTCAGTTTTTTAAGTTTGACATTGGCACATGACATGGCTATTTACTAACTTTGCAATGT  
159315 
 
Query  17325   GAAGGCTTTGCCAAGAGAAACATAACTGAAACCATGTGGTCTAATTAGTGCTAGCCATCT  
17384 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  159314  GAAGGCTTTGCCAAGAGAAACATAACTGAAACCATGTGGTCTAATTAGTGCTAGCCATCT  
159255 
 
Query  17385   CTTGTTAATTATTATATCCGATCTTTTGCCAATTAATTTAATTATTTTTCCTGTGCAATG  
17444 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
74 
 
Sbjct  159254  CTTGTTAATTATTATATCCGATCTTTTGCCAATTAATTTAATTATTTTTCCTGTGCAATG  
159195 
 
Query  17445   TTGAAGGGGTAGCAGTACCTATTTTCCATTAGTGCAATGCAGCACACAGTGAAATATTTT  
17504 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  159194  TTGAAGGGGTAGCAGTACCTATTTTCCATTAGTGCAATGCAGCACACAGTGAAATATTTT  
159135 
 
Query  17505   AGCATATGCCAACCTGGGTGGTCGTCGTCACACATGCTTCATTGTTCATTTGTTCAGCAC  
17564 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  159134  AGCATATGCCAACCTGGGTGGTCGTCGTCACACATGCTTCATTGTTCATTTGTTCAGCAC  
159075 
 
Query  17565   ATTTCACTTTCATATTATGATATTATTCCTAACCAAGTCCCCACTGTAATACCATAATAC  
17624 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  159074  ATTTCACTTTCATATTATGATATTATTCCTAACCAAGTCCCCACTGTAATACCATAATAC  
159015 
 
Query  17625   CACACGAAATATCTTCTTACAAATACAACTCTGTCATTGTTATTGTGATGTTAGTCCCAT  
17684 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  159014  CACACGAAATATCTTCTTACAAATACAACTCTGTCATTGTTATTGTGATGTTAGTCCCAT  
158955 
 
Query  17685   GACCATGAAGATTTCATAttttttttACAAATAGAGTAGCACTTGTAGGGCAAAAAAGTT  
17744 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  158954  GACCATGAAGATTTCATATTTTTTTTACAAATAGAGTAGCACTTGTAGGGCAAAAAAGTT  
158895 
 
Query  17745   GCTCGTTAACTATTAACTGATTCTCTACTTTCATGGAGATTAGTCTCAACGTCTCATGAC  
17804 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  158894  GCTCGTTAACTATTAACTGATTCTCTACTTTCATGGAGATTAGTCTCAACGTCTCATGAC  
158835 
 
Query  17805   CTCCAACTATAAAAATATCTTGCTTTCTGCaaaaaaaaaaaTTTTAAACCTCATGCAAAC  
17864 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  158834  CTCCAACTATAAAAATATCTTGCTTTCTGCAAAAAAAAAAATTTTAAACCTCATGCAAAC  
158775 
 
Query  17865   TATTCAAATCCCCTACACAATGCCGATCCTAGTGAGTTTGATTAAGATTCCATAAACTTA  
17924 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  158774  TATTCAAATCCCCTACACAATGCCGATCCTAGTGAGTTTGATTAAGATTCCATAAACTTA  
158715 
 
Query  17925   TCAAGAGAATAACCAAACATAACGTAAGGAAGAGAGAGTTCATAAAAAGTGAATAATTCC  
17984 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  158714  TCAAGAGAATAACCAAACATAACGTAAGGAAGAGAGAGTTCATAAAAAGTGAATAATTCC  
158655 
 
75 
 
Query  17985   TAGAACATGCTGAAAATAGCTCTCACTTTTGAAAACCATGCGTTTAAAAGTAAAACCAAG  
18044 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  158654  TAGAACATGCTGAAAATAGCTCTCACTTTTGAAAACCATGCGTTTAAAAGTAAAACCAAG  
158595 
 
Query  18045   ATGAGATTGATTTTAAACATTTGGTTTGCATTATGTATCtttttttAATCTTATTTCCTA  
18104 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  158594  ATGAGATTGATTTTAAACATTTGGTTTGCATTATGTATCTTTTTTTAATCTTATTTCCTA  
158535 
 
Query  18105   TTTTCTCCATACCAGATGTGAAAAATCAGCTTTTTTCCCCAAAAAACTCAACCTAGCCAT  
18164 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  158534  TTTTCTCCATACCAGATGTGAAAAATCAGCTTTTTTCCCCAAAAAACTCAACCTAGCCAT  
158475 
 
Query  18165   GAAGGTGCAGAAGGGGATTGGACTCAATGTGAGGAGCCTCATTTTAAATAAAATTTTAAC  
18224 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  158474  GAAGGTGCAGAAGGGGATTGGACTCAATGTGAGGAGCCTCATTTTAAATAAAATTTTAAC  
158415 
 
Query  18225   GCATTACATAATAAATAAGATACGAATGCTCAGGTTGGGTGTTCTGTATGAACCATTTGC  
18284 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  158414  GCATTACATAATAAATAAGATACGAATGCTCAGGTTGGGTGTTCTGTATGAACCATTTGC  
158355 
 
Query  18285   TGTGAAATCCGACTAAAATCAAAAGAGAAAGCCAACAAAATATAATCAATTTGTTTCAAA  
18344 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  158354  TGTGAAATCCGACTAAAATCAAAAGAGAAAGCCAACAAAATATAATCAATTTGTTTCAAA  
158295 
 
Query  18345   GCCTCAAGTAGTTGAATACAAAAGCTTTACCCTATTAGGTGAGATTGGCTAGGTAGATCA  
18404 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  158294  GCCTCAAGTAGTTGAATACAAAAGCTTTACCCTATTAGGTGAGATTGGCTAGGTAGATCA  
158235 
 
Query  18405   CACAATATTATTCGGCTCAAATAAAGACTAAAGTTTCAGTAATATTATTTGCTATGAGAT  
18464 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  158234  CACAATATTATTCGGCTCAAATAAAGACTAAAGTTTCAGTAATATTATTTGCTATGAGAT  
158175 
 
Query  18465   CCACTTCCTTCAACTTCTTGGAATATGATAAAATTGTTGCAGAAAATATAATAGGAATTA  
18524 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  158174  CCACTTCCTTCAACTTCTTGGAATATGATAAAATTGTTGCAGAAAATATAATAGGAATTA  
158115 
 
Query  18525   GAAAATAAACAGCTTTTGGGAAAATATTCCTCAGAAAATTACTAAGATTTTCGAAGTAGT  
18584 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
76 
 
Sbjct  158114  GAAAATAAACAGCTTTTGGGAAAATATTCCTCAGAAAATTACTAAGATTTTCGAAGTAGT  
158055 
 
Query  18585   TAAAATTTGCAACTTCCAAAGAAGCTTGAGGCAACCACACCACAAAAACCATTTATTATT  
18644 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  158054  TAAAATTTGCAACTTCCAAAGAAGCTTGAGGCAACCACACCACAAAAACCATTTATTATT  
157995 
 
Query  18645   AGTAGAGTCAAGACTTTATAAACCCCACACAAGAATTTTATCTTTCCAATGTGGGACTGA  
18704 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  157994  AGTAGAGTCAAGACTTTATAAACCCCACACAAGAATTTTATCTTTCCAATGTGGGACTGA  
157935 
 
Query  18705   AGAAGTCCCTGCAATTGATAACTAAACTAAACTCTATATTAAATAGACTTCGTAACAAAT  
18764 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  157934  AGAAGTCCCTGCAATTGATAACTAAACTAAACTCTATATTAAATAGACTTCGTAACAAAT  
157875 
 
Query  18765   AGGCATCAAAATCCCAAAGAATATGTCGAGTTGCAGTTGTATGTTCTCaaaaacaaaaaa  
18824 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  157874  AGGCATCAAAATCCCAAAGAATATGTCGAGTTGCAGTTGTATGTTCTCAAAAACAAAAAA  
157815 
 
Query  18825   aGTTAAACATTTTCATTATCAAGCTAGTCATACCATATGTTACAAAGAAAGTAAATAAAA  
18884 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  157814  AGTTAAACATTTTCATTATCAAGCTAGTCATACCATATGTTACAAAGAAAGTAAATAAAA  
157755 
 
Query  18885   AGCATTTTAAAAGTGTAACAACAATGACCATAACTACAGAGGAAAGCTCATAAATGAAAC  
18944 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  157754  AGCATTTTAAAAGTGTAACAACAATGACCATAACTACAGAGGAAAGCTCATAAATGAAAC  
157695 
 
Query  18945   AAAACAGGATTAGATGGAAAAAGGAAATTAAGAAGAATAACATACAGCCACTTGAGACGC  
19004 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  157694  AAAACAGGATTAGATGGAAAAAGGAAATTAAGAAGAATAACATACAGCCACTTGAGACGC  
157635 
 
Query  19005   TTTCCTAGCTTCCTTCATCCATTCAGTGGACAGTAACTGTCAAGTTTTGATGCCTTGAAC  
19064 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  157634  TTTCCTAGCTTCCTTCATCCATTCAGTGGACAGTAACTGTCAAGTTTTGATGCCTTGAAC  
157575 
 
Query  19065   ACCTCTTGCACATCCAGTAATGACCTCACAGCCCCTATTATAAGGATTAGCTGGTCTTGC  
19124 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  157574  ACCTCTTGCACATCCAGTAATGACCTCACAGCCCCTATTATAAGGATTAGCTGGTCTTGC  
157515 
 
77 
 
Query  19125   ATGAAAATTGTAGTAAGAAGCTCCTGCTCTATCACATGGAACCATGTCCCTCTTCAGTGT  
19184 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  157514  ATGAAAATTGTAGTAAGAAGCTCCTGCTCTATCACATGGAACCATGTCCCTCTTCAGTGT  
157455 
 
Query  19185   CCCATAGCTAATGTACTTTATGTGCTGCACACCTTCCAGAACTCTCCTATTGCTCTCTGA  
19244 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  157454  CCCATAGCTAATGTACTTTATGTGCTGCACACCTTCCAGAACTCTCCTATTGCTCTCTGA  
157395 
 
Query  19245   GTCCATTTCTGGCTCTGCCAAACACTCTCCAATGCTTTGGTGCAAACCCTTTTGGTCATC  
19304 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  157394  GTCCATTTCTGGCTCTGCCAAACACTCTCCAATGCTTTGGTGCAAACCCTTTTGGTCATC  
157335 
 
Query  19305   ACTTCAGTTTCACTCAAATTGATGAGGTCCACAACTGATAGGCCATTGCAGATTGGGAGA  
19364 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  157334  ACTTCAGTTTCACTCAAATTGATGAGGTCCACAACTGATAGGCCATTGCAGATTGGGAGA  
157275 
 
Query  19365   AGGGTGTGAAGCAGAAGAACAAGTGCCAAACATGGGAAAGTCATGACAATGAATCTGGGT  
19424 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  157274  AGGGTGTGAAGCAGAAGAACAAGTGCCAAACATGGGAAAGTCATGACAATGAATCTGGGT  
157215 
 
Query  19425   TGGGACATTGTTCTGTGCTGTTTTCAGTTTGTTGTTAAGTTGTGGAAGTGAATGTGAGAG  
19484 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  157214  TGGGACATTGTTCTGTGCTGTTTTCAGTTTGTTGTTAAGTTGTGGAAGTGAATGTGAGAG  
157155 
 
Query  19485   GCTTAATGGGTGGATAGTCATAAATTGGACAGTGTACAACTCTCTCCCGTGTTCGTGCAA  
19544 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  157154  GCTTAATGGGTGGATAGTCATAAATTGGACAGTGTACAACTCTCTCCCGTGTTCGTGCAA  
157095 
 
Query  19545   AAAGGTAGAACaaaaaaaattgaaaaatgtttttaaaagtgaatacataaaattatattt  
19604 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  157094  AAAGGTAGAACAAAAAAAATTGAAAAATGTTTTTAAAAGTGAATACATAAAATTATATTT  
157035 
 
Query  19605   ttctttaaatttaaataTGTTAAGACTATGATAGGTGTATTTCAAATTAAATAAATATTA  
19664 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  157034  TTCTTTAAATTTAAATATGTTAAGACTATGATAGGTGTATTTCAAATTAAATAAATATTA  
156975 
 
Query  19665   AGGAATTTATTTCTTAATCCATTTATAAAAAATATTGCACAAAGTTACAACTAGACAACT  
19724 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
78 
 
Sbjct  156974  AGGAATTTATTTCTTAATCCATTTATAAAAAATATTGCACAAAGTTACAACTAGACAACT  
156915 
 
Query  19725   AGTTAATAATATTAAAGGTATCATGCAGTGAACTTAATATGAAAAATGATCAATGAACAC  
19784 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  156914  AGTTAATAATATTAAAGGTATCATGCAGTGAACTTAATATGAAAAATGATCAATGAACAC  
156855 
 
Query  19785   ATATGTACTATTTAACACCTagaaagataaagaaagagaagagagagaaaaTACTGTATA  
19844 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  156854  ATATGTACTATTTAACACCTAGAAAGATAAAGAAAGAGAAGAGAGAGAAAATACTGTATA  
156795 
 
Query  19845   CACCTATTTAACACATCTGTGCTATCATATTTTACTTTATTTATTTTGTCGAGATTCTTA  
19904 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  156794  CACCTATTTAACACATCTGTGCTATCATATTTTACTTTATTTATTTTGTCGAGATTCTTA  
156735 
 
Query  19905   TCTGTTATTATTCGAATTCTATTTTGTAGTAGTCATATTTGTTGTCTTGTAGGTACTTTT  
19964 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  156734  TCTGTTATTATTCGAATTCTATTTTGTAGTAGTCATATTTGTTGTCTTGTAGGTACTTTT  
156675 
 
Query  19965   TCCATTACTAGACGTATTTTCTTCTTGGTCTACATGTTGCTTTCCATAACTAGTTTTAAT  
20024 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  156674  TCCATTACTAGACGTATTTTCTTCTTGGTCTACATGTTGCTTTCCATAACTAGTTTTAAT  
156615 
 
Query  20025   CTTGCTTCAAACTCTTCTTGTGAAGTTGCTACTGCTAATTTTGCAATTAtttttttCTGC  
20084 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  156614  CTTGCTTCAAACTCTTCTTGTGAAGTTGCTACTGCTAATTTTGCAATTATTTTTTTCTGC  
156555 
 
Query  20085   TAATCTCGTCATACAAATTATTTTGACAAACAAGAAATAAGTATGCCCTCTTATATGTAT  
20144 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  156554  TAATCTCGTCATACAAATTATTTTGACAAACAAGAAATAAGTATGCCCTCTTATATGTAT  
156495 
 
Query  20145   CAATCACGTTAGTCTTTGATTTTACAAATTCTTTACTTTAGTTTCCAAACTTGTAATAtc  
20204 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  156494  CAATCACGTTAGTCTTTGATTTTACAAATTCTTTACTTTAGTTTCCAAACTTGTAATATC  
156435 
 
Query  20205   attcatttcagatctttttcgtttcatttttcattatcattttATAAAATCTATAACTAA  
20264 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  156434  ATTCATTTCAGATCTTTTTCGTTTCATTTTTCATTATCATTTTATAAAATCTATAACTAA  
156375 
 
79 
 
Query  20265   AATGaaaaaaaTTGTAACATTAGAGACTAAACTGACTAACAAATACAGTTTCAAAAACTA  
20324 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  156374  AATGAAAAAAATTGTAACATTAGAGACTAAACTGACTAACAAATACAGTTTCAAAAACTA  
156315 
 
Query  20325   AAAGTTGGGTTACTCATAAAATAGACGCATTTCTAGTTTAGAGTGTATTTGGTAATTTCT  
20384 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  156314  AAAGTTGGGTTACTCATAAAATAGACGCATTTCTAGTTTAGAGTGTATTTGGTAATTTCT  
156255 
 
Query  20385   AAAATTCAAATAAGTAGGTAAAATGGAATTAGTTTTAAAATCACGAGTGAATCACTGACT  
20444 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  156254  AAAATTCAAATAAGTAGGTAAAATGGAATTAGTTTTAAAATCACGAGTGAATCACTGACT  
156195 
 
Query  20445   ATCGGTGAAATTTTAGCCAGGGGAGACTTGGCTTCTTAAAATATTCAACCCGCAAAAGTT  
20504 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  156194  ATCGGTGAAATTTTAGCCAGGGGAGACTTGGCTTCTTAAAATATTCAACCCGCAAAAGTT  
156135 
 
Query  20505   ATGAAACTAACATGATTTGAAGACAACATACAATTCCTGCAAGCGAAAATAAACCGTTGT  
20564 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  156134  ATGAAACTAACATGATTTGAAGACAACATACAATTCCTGCAAGCGAAAATAAACCGTTGT  
156075 
 
Query  20565   AGTTCGTGCGTTGTATACAGTATGTAGCAAGAGAAAATATAGACGTCAATGTGCGTTCTG  
20624 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  156074  AGTTCGTGCGTTGTATACAGTATGTAGCAAGAGAAAATATAGACGTCAATGTGCGTTCTG  
156015 
 
Query  20625   AACAAAAGTTTCCATGCTGTGTTAATTGGAATTCCATTGTGTAATGGAAAGTAAAGCTGG  
20684 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  156014  AACAAAAGTTTCCATGCTGTGTTAATTGGAATTCCATTGTGTAATGGAAAGTAAAGCTGG  
155955 
 
Query  20685   TCTATTCAGCAAATACTTACTGCACATCTCTCTACGCAAACATGAAGaaaaaaaaaTCCA  
20744 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  155954  TCTATTCAGCAAATACTTACTGCACATCTCTCTACGCAAACATGAAGAAAAAAAAATCCA  
155895 
 
Query  20745   TAATCAAGACTTTTATGTTTACAGGAATACGTTTGAAAGACAATCAGAAATTGAATATTT  
20804 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  155894  TAATCAAGACTTTTATGTTTACAGGAATACGTTTGAAAGACAATCAGAAATTGAATATTT  
155835 
 
Query  20805   ACAACAGTTAATTAACATTGTATCCATCAGTCCCCAAAGCTGGTAAACATTTCGGATTTT  
20864 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
80 
 
Sbjct  155834  ACAACAGTTAATTAACATTGTATCCATCAGTCCCCAAAGCTGGTAAACATTTCGGATTTT  
155775 
 
Query  20865   TCACAAGATAAATCAGGTAGTCAACTGTCAACTGTGAAGTTTCAGATCATATTGTGTATT  
20924 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  155774  TCACAAGATAAATCAGGTAGTCAACTGTCAACTGTGAAGTTTCAGATCATATTGTGTATT  
155715 
 
Query  20925   AGTCATGAAAAATTCATATAAAAATAGTTTAACTGTTCTCCAAGACAGCATGCCCAACTC  
20984 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  155714  AGTCATGAAAAATTCATATAAAAATAGTTTAACTGTTCTCCAAGACAGCATGCCCAACTC  
155655 
 
Query  20985   AAAGTGTGAGTTGATCCATGTTCTTAATGTTTCTAGAGATTCCATGAGTTGACCGTCCTT  
21044 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  155654  AAAGTGTGAGTTGATCCATGTTCTTAATGTTTCTAGAGATTCCATGAGTTGACCGTCCTT  
155595 
 
Query  21045   CGTCTTGTTCATCATATGGGTTTGCTCGGTAGTTGGATATTGCCTCTTCATTGTCAGAAC  
21104 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  155594  CGTCTTGTTCATCATATGGGTTTGCTCGGTAGTTGGATATTGCCTCTTCATTGTCAGAAC  
155535 
 
Query  21105   AGCCTGGCCTTTCAGTAAGAAACTGTTCCCAGAAAACATCATTCACCCTGTCTGGAGGAG  
21164 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  155534  AGCCTGGCCTTTCAGTAAGAAACTGTTCCCAGAAAACATCATTCACCCTGTCTGGAGGAG  
155475 
 
Query  21165   CTGGGTTAACTTGGTTGTTACTTGGAGCCTCCTGTGATGAAGCTAAATTGGTAGCCTCAG  
21224 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  155474  CTGGGTTAACTTGGTTGTTACTTGGAGCCTCCTGTGATGAAGCTAAATTGGTAGCCTCAG  
155415 
 
Query  21225   CAGCTACATTTAGGTTTGAGGAAACACCACTATCAGATTCTTTACCATTGGCAAAAAATC  
21284 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  155414  CAGCTACATTTAGGTTTGAGGAAACACCACTATCAGATTCTTTACCATTGGCAAAAAATC  
155355 
 
Query  21285   TTGATTCTGCCAATTTTCCAATTTCTTGACAGTCAATTTGGGGTGATCTGGCTGAGTATG  
21344 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  155354  TTGATTCTGCCAATTTTCCAATTTCTTGACAGTCAATTTGGGGTGATCTGGCTGAGTATG  
155295 
 
Query  21345   AATTTCTGTTCACTTGCAATGGACAAGATGCCAGAGTTAAGTTTAGTTGGCAGGATAAAC  
21404 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  155294  AATTTCTGTTCACTTGCAATGGACAAGATGCCAGAGTTAAGTTTAGTTGGCAGGATAAAC  
155235 
 
81 
 
Query  21405   TATCGCCTTCTTCACTACTTGGCTCCAAAGAGATCAGTTTTGAGCTCTCAGCAGTTGTTG  
21464 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  155234  TATCGCCTTCTTCACTACTTGGCTCCAAAGAGATCAGTTTTGAGCTCTCAGCAGTTGTTG  
155175 
 
Query  21465   CTCTTCGTGATAAACATGAATCCATCTTAAAAGTAAAAGAAGCCCCAGTATCTGCAAGCT  
21524 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  155174  CTCTTCGTGATAAACATGAATCCATCTTAAAAGTAAAAGAAGCCCCAGTATCTGCAAGCT  
155115 
 
Query  21525   CTAATGTTTCAGGTGCAAATGTAAGAGCTGTTCTTGTCTGCACTCCTCTTGGTTCTACTT  
21584 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  155114  CTAATGTTTCAGGTGCAAATGTAAGAGCTGTTCTTGTCTGCACTCCTCTTGGTTCTACTT  
155055 
 
Query  21585   CAGACAGCTTTTTCTGTGAGCTTTCCCCATCTTCATTTGAACTCTGTGTGCTACGTGATA  
21644 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  155054  CAGACAGCTTTTTCTGTGAGCTTTCCCCATCTTCATTTGAACTCTGTGTGCTACGTGATA  
154995 
 
Query  21645   CCAAGTTCATATCTGAAACAGCAGGTGACAACTCCAGTCTGAGTTTATTCGAAAAATCTT  
21704 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  154994  CCAAGTTCATATCTGAAACAGCAGGTGACAACTCCAGTCTGAGTTTATTCGAAAAATCTT  
154935 
 
Query  21705   GCCGGAAAACATTTCCAAATTCCATTCTAAAATTGCTATGATTGTCCACCAAGCTACTTT  
21764 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  154934  GCCGGAAAACATTTCCAAATTCCATTCTAAAATTGCTATGATTGTCCACCAAGCTACTTT  
154875 
 
Query  21765   CGGCAACTGGTTGCACGTGATCAACCTGAGGCAATCTCCTTTTCTTATATGCAGATAAAT  
21824 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  154874  CGGCAACTGGTTGCACGTGATCAACCTGAGGCAATCTCCTTTTCTTATATGCAGATAAAT  
154815 
 
Query  21825   CCATGGACTCAATTTTGCGTGAAAGATGTTCAACGAAAGTAGGATTCTGAAGAGCCTTCT  
21884 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  154814  CCATGGACTCAATTTTGCGTGAAAGATGTTCAACGAAAGTAGGATTCTGAAGAGCCTTCT  
154755 
 
Query  21885   CAAAGAAGTTCAGCAATTGTTTCTGCCTCTTGTCAACACCATCTAATCGCTGCAGAAAAT  
21944 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  154754  CAAAGAAGTTCAGCAATTGTTTCTGCCTCTTGTCAACACCATCTAATCGCTGCAGAAAAT  
154695 
 
Query  21945   CTTCTAGCTTAGGCTTTGCTGTTGACTGATGTTGTTTGAAGTTACGAATATTGGATTCAA  
22004 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
82 
 
Sbjct  154694  CTTCTAGCTTAGGCTTTGCTGTTGACTGATGTTGTTTGAAGTTACGAATATTGGATTCAA  
154635 
 
Query  22005   GAGAATTTTTCTCACGGGAAAGTTTGTCTATTTCTTCCTCAAATGCTGCCCTTTCTGGAT  
22064 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  154634  GAGAATTTTTCTCACGGGAAAGTTTGTCTATTTCTTCCTCAAATGCTGCCCTTTCTGGAT  
154575 
 
Query  22065   CTACAAGAGAACCTGGAGGATGACTATGACTGTGGATAGGTTTCCTGCGATGTATATTCT  
22124 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  154574  CTACAAGAGAACCTGGAGGATGACTATGACTGTGGATAGGTTTCCTGCGATGTATATTCT  
154515 
 
Query  22125   TGAGAAGATGCTTCTGATCTTTCAGAAACTCATCATTAGCAAATTCCCATCGCTCTGGAT  
22184 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  154514  TGAGAAGATGCTTCTGATCTTTCAGAAACTCATCATTAGCAAATTCCCATCGCTCTGGAT  
154455 
 
Query  22185   GTATTTTTCTAAATCCCTGATAACAGAGCAATATCAATAGACaaaaacaaataaaaccaa  
22244 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  154454  GTATTTTTCTAAATCCCTGATAACAGAGCAATATCAATAGACAAAAACAAATAAAACCAA  
154395 
 
Query  22245   ataatggttttattaaatgcttgaaaatatgtattaaagaaaaaaaaTAAACGCCCACAA  
22304 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  154394  ATAATGGTTTTATTAAATGCTTGAAAATATGTATTAAAGAAAAAAAATAAACGCCCACAA  
154335 
 
Query  22305   AGAATAATTTATCTTTCAAGCAATAAGATCTATAATTTTCTAAAATTTACCATTAAATCC  
22364 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  154334  AGAATAATTTATCTTTCAAGCAATAAGATCTATAATTTTCTAAAATTTACCATTAAATCC  
154275 
 
Query  22365   TTACAAGTATATACTCTTTACAAGAAAGAAACCCTCTGGAAAGCAAAAGTAGGCAGTGTT  
22424 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  154274  TTACAAGTATATACTCTTTACAAGAAAGAAACCCTCTGGAAAGCAAAAGTAGGCAGTGTT  
154215 
 
Query  22425   TGAGTTGTGGGAAAGTAATATTAAAGAACTGAAATTATGGTCAGAGTTTATAGTAAATGG  
22484 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  154214  TGAGTTGTGGGAAAGTAATATTAAAGAACTGAAATTATGGTCAGAGTTTATAGTAAATGG  
154155 
 
Query  22485   AGAAATTTTGAGGACTAAAGTTCCAAGGCAACCCATGGATaaaaaaaTAAACCAGTAACA  
22544 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  154154  AGAAATTTTGAGGACTAAAGTTCCAAGGCAACCCATGGATAAAAAAATAAACCAGTAACA  
154095 
 
83 
 
Query  22545   CAAAAGTAATATTAGCCTCACACAAATAGGGATCTAGGAAATAGGAAGTAACTCTAGCAA  
22604 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  154094  CAAAAGTAATATTAGCCTCACACAAATAGGGATCTAGGAAATAGGAAGTAACTCTAGCAA  
154035 
 
Query  22605   GAGCATCACACTTTCTAGAGTTTGATTGCACTCAAAGTCGAAATTCAATTCTGTCCATAA  
22664 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  154034  GAGCATCACACTTTCTAGAGTTTGATTGCACTCAAAGTCGAAATTCAATTCTGTCCATAA  
153975 
 
Query  22665   ATAGTACAGAGCTATAGAATATGCATGGGTCTCTTAAAGTTAAAATGCAACCTGAATGGG  
22724 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  153974  ATAGTACAGAGCTATAGAATATGCATGGGTCTCTTAAAGTTAAAATGCAACCTGAATGGG  
153915 
 
Query  22725   CTTACACAGTAATCATAGCCAACAACATTTCCAAAGACAGAAAATTAAAGCCCAAATATC  
22784 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  153914  CTTACACAGTAATCATAGCCAACAACATTTCCAAAGACAGAAAATTAAAGCCCAAATATC  
153855 
 
Query  22785   CTTTTATGACTAAATATCCATAAAAGAAACTAAGGCATTCAACTACAAGCACAAAAATAG  
22844 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  153854  CTTTTATGACTAAATATCCATAAAAGAAACTAAGGCATTCAACTACAAGCACAAAAATAG  
153795 
 
Query  22845   CAGCTTTCAAGAACAAGCAATCAGTACCTCTGTGGTAGCATGAGCTTTGGTGACAATATT  
22904 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  153794  CAGCTTTCAAGAACAAGCAATCAGTACCTCTGTGGTAGCATGAGCTTTGGTGACAATATT  
153735 
 
Query  22905   GGTTTATAGCAAGGGTTGGGGAGCTCAAATAAGGTACATGAGGGAAGTATTGGGTGATTT  
22964 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  153734  GGTTTATAGCAAGGGTTGGGGAGCTCAAATAAGGTACATGAGGGAAGTATTGGGTGATTT  
153675 
 
Query  22965   AAAAGAAAATAATTTAGTTGCAAATAAAAATAAATGTCAATTTATGAGAAAATTTGTTGA  
23024 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  153674  AAAAGAAAATAATTTAGTTGCAAATAAAAATAAATGTCAATTTATGAGAAAATTTGTTGA  
153615 
 
Query  23025   GTATCTTGGGCATATTATCTTAAGGAAAAGGGTTCCTAGTTGGCTACAGACACAAAAATG  
23084 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  153614  GTATCTTGGGCATATTATCTTAAGGAAAAGGGTTCCTAGTTGGCTACAGACACAAAAATG  
153555 
 
Query  23085   ATCAAGAGTGTTAGAATGGCCTATTTCAAGAATTCTAAAGGGGATTCAAGGGTTCTTGGG  
23144 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
84 
 
Sbjct  153554  ATCAAGAGTGTTAGAATGGCCTATTTCAAGAATTCTAAAGGGGATTCAAGGGTTCTTGGG  
153495 
 
Query  23145   TTTAACAAGAAATTACCAAAATTTGTAATAGGATAATGGCAAGATGGCCAAACCTTTAAC  
23204 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  153494  TTTAACAAGAAATTACCAAAATTTGTAATAGGATAATGGCAAGATGGCCAAACCTTTAAC  
153435 
 
Query  23205   TGATTTGACCAAGAAACATGGCTTTCATGAAGTTGAAAGATGTGATAATAACAACTCCAG  
23264 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  153434  TGATTTGACCAAGAAACATGGCTTTCATGAAGTTGAAAGATGTGATAATAACAACTCCAG  
153375 
 
Query  23265   TATTAAGGAGACAGGATTTTTCAAAGGAATTTGTGATTGAATATGCCTTTTGGAGGGGCC  
23324 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  153374  TATTAAGGAGACAGGATTTTTCAAAGGAATTTGTGATTGAATATGCCTTTTGGAGGGGCC  
153315 
 
Query  23325   TAGGGTTAGTGAATAGTGACAAAAACCCATCCAAACCTGCTTACACGAAGGAACTAATAG  
23384 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  153314  TAGGGTTAGTGAATAGTGACAAAAACCCATCCAAACCTGCTTACACGAAGGAACTAATAG  
153255 
 
Query  23385   GTTTGGCTTTAGTTATCTAACATTGGCAGCCTTACCTTTTGGGGAGTCATTTTTTGGTCT  
23444 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  153254  GTTTGGCTTTAGTTATCTAACATTGGCAGCCTTACCTTTTGGGGAGTCATTTTTTGGTCT  
153195 
 
Query  23445   ATTGTAATTATAACCAAAGAAGAAAGAATTGTTGCAGTAGTGAGTAACAACCCCAGATCA  
23504 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  153194  ATTGTAATTATAACCAAAGAAGAAAGAATTGTTGCAGTAGTGAGTAACAACCCCAGATCA  
153135 
 
Query  23505   GTAGTGTTGTTGGTCGGTCAAAATGTTAAGGTACCAGTTTGAGATGAGATACAAACTGGT  
23564 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  153134  GTAGTGTTGTTGGTCGGTCAAAATGTTAAGGTACCAGTTTGAGATGAGATACAAACTGGT  
153075 
 
Query  23565   TATGAGAATACAAAGTGTCTACTGGAGCTCTTTTCCTTCCCTTTGCTAGTAATTATGTCT  
23624 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  153074  TATGAGAATACAAAGTGTCTACTGGAGCTCTTTTCCTTCCCTTTGCTAGTAATTATGTCT  
153015 
 
Query  23625   TTACTTCCAAATTCAGTTCATTTTTAATATCAGATTAACACAAAAAGAACATTATAGCCC  
23684 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  153014  TTACTTCCAAATTCAGTTCATTTTTAATATCAGATTAACACAAAAAGAACATTATAGCCC  
152955 
 
85 
 
Query  23685   TTATTGCAACCAAGAACTTAAGGAAAATGCTATTATAAAATTGAGCATTTTCACCAATTG  
23744 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  152954  TTATTGCAACCAAGAACTTAAGGAAAATGCTATTATAAAATTGAGCATTTTCACCAATTG  
152895 
 
Query  23745   ATCAAATAAAGTGCCAGGGAATATGTGCTTAGGACTGAAAATAAAGAACTGAGTGCAAAA  
23804 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  152894  ATCAAATAAAGTGCCAGGGAATATGTGCTTAGGACTGAAAATAAAGAACTGAGTGCAAAA  
152835 
 
Query  23805   CATCAAGTGCATAAACACTCAACAGTTCAATAGCACAGCCCAAGAAGAGTATTTAAGTAT  
23864 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  152834  CATCAAGTGCATAAACACTCAACAGTTCAATAGCACAGCCCAAGAAGAGTATTTAAGTAT  
152775 
 
Query  23865   TATTAGGCATCTATTTTTTGTTAAGACCTACTAATAGACATACATGAACTGATATGCACC  
23924 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  152774  TATTAGGCATCTATTTTTTGTTAAGACCTACTAATAGACATACATGAACTGATATGCACC  
152715 
 
Query  23925   TCTGTCAGCCATCTTTTTCTGGATAAAGAAAAACAATTATGGTGGAGGAAGAAAGTTTAA  
23984 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  152714  TCTGTCAGCCATCTTTTTCTGGATAAAGAAAAACAATTATGGTGGAGGAAGAAAGTTTAA  
152655 
 
Query  23985   AGGTAAAGTAACAAATCCTATTCATGAAAACAACCGAAAATGCTCTAGCATGAATTTTTC  
24044 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  152654  AGGTAAAGTAACAAATCCTATTCATGAAAACAACCGAAAATGCTCTAGCATGAATTTTTC  
152595 
 
Query  24045   ATCATGTTTGGTAATTTATCATACAATATTCTCTAGTGCTCCTGGAATTCCCAACGGTTT  
24104 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  152594  ATCATGTTTGGTAATTTATCATACAATATTCTCTAGTGCTCCTGGAATTCCCAACGGTTT  
152535 
 
Query  24105   CAAAAACACAACATTAAAAAGTGCCACTCTGTGAAACGACAATATAAGAAAACCGCCAAA  
24164 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  152534  CAAAAACACAACATTAAAAAGTGCCACTCTGTGAAACGACAATATAAGAAAACCGCCAAA  
152475 
 
Query  24165   TTGTCATGCTAGTGACACCTGAAACATAAGCGGTATTAAATTCACTTTTGGAGAACCAAG  
24224 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  152474  TTGTCATGCTAGTGACACCTGAAACATAAGCGGTATTAAATTCACTTTTGGAGAACCAAG  
152415 
 
Query  24225   GGAAAAGCATATATATGTTTTTAGAAACCGCTTTATACTTTTTACTATTAGCCGTTGACT  
24284 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
86 
 
Sbjct  152414  GGAAAAGCATATATATGTTTTTAGAAACCGCTTTATACTTTTTACTATTAGCCGTTGACT  
152355 
 
Query  24285   GGTATTAAACTTATAAGAAGAATCCAAAAAATAGAGAAAGAAAAATTATTATGAGATCTA  
24344 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  152354  GGTATTAAACTTATAAGAAGAATCCAAAAAATAGAGAAAGAAAAATTATTATGAGATCTA  
152295 
 
Query  24345   ATGATCTATATTGACGTTTGTTATAGATACCAACCACTATTTTAAGATAGGTCAAGTATT  
24404 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  152294  ATGATCTATATTGACGTTTGTTATAGATACCAACCACTATTTTAAGATAGGTCAAGTATT  
152235 
 
Query  24405   AGTGTACAACAACCATCGCTTGCAGCCTACTATGATTGCTAACATTGTAAGACTCATAAA  
24464 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  152234  AGTGTACAACAACCATCGCTTGCAGCCTACTATGATTGCTAACATTGTAAGACTCATAAA  
152175 
 
Query  24465   ACACTTAAGAATCGTATCTTAATATTCTAATTCTAATAATTATTCATCATGCATACCTTG  
24524 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  152174  ACACTTAAGAATCGTATCTTAATATTCTAATTCTAATAATTATTCATCATGCATACCTTG  
152115 
 
Query  24525   TCAATAATAGAATAGCAGAATCCAGGATTAAGAACCTTTGAACACATTTGGTGATTTGGA  
24584 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  152114  TCAATAATAGAATAGCAGAATCCAGGATTAAGAACCTTTGAACACATTTGGTGATTTGGA  
152055 
 
Query  24585   AATTCATAAGTATGTGCTATATATCAGGGAGTTGCAGAAGACTAAGAAACCTTCTCTGAT  
24644 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  152054  AATTCATAAGTATGTGCTATATATCAGGGAGTTGCAGAAGACTAAGAAACCTTCTCTGAT  
151995 
 
Query  24645   GCAGGTCAAGTCCTATACTACCAGATTCTTATTACCTTCGGCTGAGTGTCATAATTTTCT  
24704 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  151994  GCAGGTCAAGTCCTATACTACCAGATTCTTATTACCTTCGGCTGAGTGTCATAATTTTCT  
151935 
 
Query  24705   GGCGCTTGAGCAAGGAATACCCCAAGGCACAGCATTCGATTTTTCTGATCACCTTCCTCG  
24764 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  151934  GGCGCTTGAGCAAGGAATACCCCAAGGCACAGCATTCGATTTTTCTGATCACCTTCCTCG  
151875 
 
Query  24765   ATGACGTCCGAGTCCAATTACCCCAATTCACAATCCAAAAAGAAACCTATCTTTAAACCT  
24824 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  151874  ATGACGTCCGAGTCCAATTACCCCAATTCACAATCCAAAAAGAAACCTATCTTTAAACCT  
151815 
 
87 
 
Query  24825   TGTCGATCTCTTTAACCCTAAGTAACATATATCTTCAAATAGACTCTATGAGATTCAAAT  
24884 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  151814  TGTCGATCTCTTTAACCCTAAGTAACATATATCTTCAAATAGACTCTATGAGATTCAAAT  
151755 
 
Query  24885   TGAAGCTCTCTCTATCTCCCTATACATTTTTCTCCATCTCACATCATCATCATTCATCAT  
24944 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  151754  TGAAGCTCTCTCTATCTCCCTATACATTTTTCTCCATCTCACATCATCATCATTCATCAT  
151695 
 
Query  24945   ACACATGCAACATTACAATTCAGCTCAGTGCCAATATCCAACAACAACGATTACAAAAAA  
25004 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  151694  ACACATGCAACATTACAATTCAGCTCAGTGCCAATATCCAACAACAACGATTACAAAAAA  
151635 
 
Query  25005   TTAGTCAAATCCGGCGATCAACATTTTATTGCAAAGGCACAATCAATACATGCAAACAAT  
25064 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  151634  TTAGTCAAATCCGGCGATCAACATTTTATTGCAAAGGCACAATCAATACATGCAAACAAT  
151575 
 
Query  25065   TAAACGGAAGACATAAATCAGAAGAACGAATTAGAATCCAATTAAAACGAAGGAAGCGCG  
25124 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  151574  TAAACGGAAGACATAAATCAGAAGAACGAATTAGAATCCAATTAAAACGAAGGAAGCGCG  
151515 
 
Query  25125   CCATGAATCCGAAGGCGAAACAAAGGAATCGAAAAACTTACGTAGGTATTGAGCTGGCGG  
25184 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  151514  CCATGAATCCGAAGGCGAAACAAAGGAATCGAAAAACTTACGTAGGTATTGAGCTGGCGG  
151455 
 
Query  25185   ATGAAGCTGGAAAAGTTGTTGTGCTTGAAATAGGTCGGGAGAAGGAGGCGAGCGAACTCG  
25244 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  151454  ATGAAGCTGGAAAAGTTGTTGTGCTTGAAATAGGTCGGGAGAAGGAGGCGAGCGAACTCG  
151395 
 
Query  25245   GGAGGGTTCCACACGACGAAGCTGTTGTTGGTGGAGCTCCAAGAAACGATGTCGTTGGTG  
25304 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  151394  GGAGGGTTCCACACGACGAAGCTGTTGTTGGTGGAGCTCCAAGAAACGATGTCGTTGGTG  
151335 
 
Query  25305   GAGGCATCGTCCACCATCTCGTAGGTCTTGAGAAGGAACGGCGCCGGACCACCGGCGGAT  
25364 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  151334  GAGGCATCGTCCACCATCTCGTAGGTCTTGAGAAGGAACGGCGCCGGACCACCGGCGGAT  
151275 
 
Query  25365   TGTGGCGCACCGTCCATTTCGGAATGGAATTGATCTTTCCAGAACCTCagagagagagag  
25424 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
88 
 
Sbjct  151274  TGTGGCGCACCGTCCATTTCGGAATGGAATTGATCTTTCCAGAACCTCAGAGAGAGAGAG  
151215 
 
Query  25425   agaATTGAGTAAAAGAAGAAAACCTGGAATTTGCAACTACGCTGACGCTATGCACTTTAG  
25484 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  151214  AGAATTGAGTAAAAGAAGAAAACCTGGAATTTGCAACTACGCTGACGCTATGCACTTTAG  
151155 
 
Query  25485   AGAGAGAAAAAGCGGTTTTGTTTGACTTCAACGTGGTCTATACCGTAGCCTGCTGCAGGT  
25544 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  151154  AGAGAGAAAAAGCGGTTTTGTTTGACTTCAACGTGGTCTATACCGTAGCCTGCTGCAGGT  
151095 
 
Query  25545   TGTTGGGGATTCCTACCCACCTTGaaaaatggaatatatattttaaaataaataattatt  
25604 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  151094  TGTTGGGGATTCCTACCCACCTTGAAAAATGGAATATATATTTTAAAATAAATAATTATT  
151035 
 
Query  25605   ttcatttttaaatatatgaacgtttaaaaaatttattcctaaaaataaaaatttaaactt  
25664 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  151034  TTCATTTTTAAATATATGAACGTTTAAAAAATTTATTCCTAAAAATAAAAATTTAAACTT  
150975 
 
Query  25665   tatttctcacaggaaaaaatacaacaaaattaTCACCATTCACGAAATAACCTACATGAC  
25724 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  150974  TATTTCTCACAGGAAAAAATACAACAAAATTATCACCATTCACGAAATAACCTACATGAC  
150915 
 
Query  25725   ATATGGTCCTCCGGGAATAAAAATGTCtatttatttctatttttatctttttttttCctc  
25784 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  150914  ATATGGTCCTCCGGGAATAAAAATGTCTATTTATTTCTATTTTTATCTTTTTTTTTCCTC  
150855 
 
Query  25785   tctctctctAGTCGATTAGTACATTTAAACTCATACGTAAGGTTTTGTTTTGTTGAGTTC  
25844 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  150854  TCTCTCTCTAGTCGATTAGTACATTTAAACTCATACGTAAGGTTTTGTTTTGTTGAGTTC  
150795 
 
Query  25845   AGGTAAATAAAAATATGTAGCGGGAGAAATATTTGATATTTTCATCAGTTATAAAACTTT  
25904 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  150794  AGGTAAATAAAAATATGTAGCGGGAGAAATATTTGATATTTTCATCAGTTATAAAACTTT  
150735 
 
Query  25905   TTTACACCAACCATAGTTATACATTGATCTATGACCTGGGaaaaaaaTATGCGGGTGAtt  
25964 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  150734  TTTACACCAACCATAGTTATACATTGATCTATGACCTGGGAAAAAAATATGCGGGTGATT  
150675 
 
89 
 
Query  25965   tttttCTTATAAGAATATAGGGGTAAATTTAAGCATGGGAGATTAGGATTATGTTGTAta  
26024 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  150674  TTTTTCTTATAAGAATATAGGGGTAAATTTAAGCATGGGAGATTAGGATTATGTTGTATA  
150615 
 
Query  26025   aaattagctgaaaactaataaattagttggaagttaaaaaattaatttattaaaattaag  
26084 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  150614  AAATTAGCTGAAAACTAATAAATTAGTTGGAAGTTAAAAAATTAATTTATTAAAATTAAG  
150555 
 
Query  26085   tgtgtgataaaattagtttttgaaatagttaaaaaatataaaataacttaaaaataataa  
26144 
               ||||||||||||||||||||||||||||||||||||||||||||||||| |||||||||| 
Sbjct  150554  TGTGTGATAAAATTAGTTTTTGAAATAGTTAAAAAATATAAAATAACTTTAAAATAATAA  
150495 
 
Query  26145   aataatgatttgcttaaaaaggataaataataaatttgataaatatattaaaaataaata  
26204 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  150494  AATAATGATTTGCTTAAAAAGGATAAATAATAAATTTGATAAATATATTAAAAATAAATA  
150435 
 
Query  26205   aaaaaagaatatatgaagaaataaataatattttaaaaaatattacttgaagtagtgttt  
26264 
               ||||||||||||||||| |||||||||||||||||||||||||||||||||||||||||| 
Sbjct  150434  AAAAAAGAATATATGAAAAAATAAATAATATTTTAAAAAATATTACTTGAAGTAGTGTTT  
150375 
 
Query  26265   aaaaaaatgttaaaaattatttaaaaaacttctttatcaaacaactaaataaacttttct  
26324 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  150374  AAAAAAATGTTAAAAATTATTTAAAAAACTTCTTTATCAAACAACTAAATAAACTTTTCT  
150315 
 
Query  26325   gttaataaaaaaactaaaaaTCAATTCAAATATTTTGACAAACATAATTTAAGAGTGCAA  
26384 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  150314  GTTAATAAAAAAACTAAAAATCAATTCAAATATTTTGACAAACATAATTTAAGAGTGCAA  
150255 
 
Query  26385   AAATGCTCACTAAGTTTGAAGAGAAAGCAAGAAAAAGTAATTTTTGTAGCATTAAATTTA  
26444 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  150254  AAATGCTCACTAAGTTTGAAGAGAAAGCAAGAAAAAGTAATTTTTGTAGCATTAAATTTA  
150195 
 
Query  26445   GAGGAGTTTCAAGAAAATATTTTTTAACACACTTGATTGTACTATTCATTAAAAATTATA  
26504 
               ||||||||||||||||||||||||||||||||||||||||||||||||| |||||||||| 
Sbjct  150194  GAGGAGTTTCAAGAAAATATTTTTTAACACACTTGATTGTACTATTCATGAAAAATTATA  
150135 
 
Query  26505   AAAGATATTTATTAATTAAAGTACGAGACCTTCTAAGATTTCAAATTTTCAAATAAATTT  
26564 
               ||||||||||||||||||||||| |||||||||||||||||||||||||||||||||||| 
90 
 
Sbjct  150134  AAAGATATTTATTAATTAAAGTATGAGACCTTCTAAGATTTCAAATTTTCAAATAAATTT  
150075 
 
Query  26565   TAACATTTATAGAAGAAAGTATGTTCAAGATAACGTATTAATAAAATTTGGATGTTTTAA  
26624 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  150074  TAACATTTATAGAAGAAAGTATGTTCAAGATAACGTATTAATAAAATTTGGATGTTTTAA  
150015 
 
Query  26625   GAtttttttAGAAGTGGGTTTAATCTAGTGACCCTAGATAATATAGTATATTGAATAAGT  
26684 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  150014  GATTTTTTTAGAAGTGGGTTTAATCTAGTGACCCTAGATAATATAGTATATTGAATAAGT  
149955 
 
Query  26685   TGTTGTTATTAACTATTATGGATATTTGAATGCACAAGTGTATTTGCAGAGTAAAATCTT  
26744 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  149954  TGTTGTTATTAACTATTATGGATATTTGAATGCACAAGTGTATTTGCAGAGTAAAATCTT  
149895 
 
Query  26745   TTACATCATTTGTAAAAGTCTTATTTGtataatatatatatatatatatataAAAATAAA  
26804 
               ||||||||||||||||||||||||||||||||| |||||||||||||||      ||||| 
Sbjct  149894  TTACATCATTTGTAAAAGTCTTATTTGTATAATCTATATATATATATAT------ATAAA  
149841 
 
Query  26805   GTTAATGATTCATGTTTTAAGATACTGaaaaaattattatttaattattattttacttaa  
26864 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  149840  GTTAATGATTCATGTTTTAAGATACTGAAAAAATTATTATTTAATTATTATTTTACTTAA  
149781 
 
Query  26865   aaaacttaGGATGCATGATCTGCAAATCACACACTCTCAAAAAAGAGATAATAATTATTA  
26924 
               ||||||||||||||||||| |||||||||||||||||||||||||||||||||||||||| 
Sbjct  149780  AAAACTTAGGATGCATGATTTGCAAATCACACACTCTCAAAAAAGAGATAATAATTATTA  
149721 
 
Query  26925   AAAAATTACAAGTCTTAAAAGTTATTGTTAATGTAGTATTTAATACTTTCTCACACATTT  
26984 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  149720  AAAAATTACAAGTCTTAAAAGTTATTGTTAATGTAGTATTTAATACTTTCTCACACATTT  
149661 
 
Query  26985   TAGTGTTAGTTTAATTAATAAATAACATATTTTATTCACATAAATTTTTTATACGAGACT  
27044 
               |||||||||||||||||||||||||||||||||||||||||||| ||||||||||||||| 
Sbjct  149660  TAGTGTTAGTTTAATTAATAAATAACATATTTTATTCACATAAACTTTTTATACGAGACT  
149601 
 
Query  27045   TCCAATCATAAAGATTATGTTATTGTTATTTGTCAATTTCAGATGACTTAATAAAGTCTC  
27104 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  149600  TCCAATCATAAAGATTATGTTATTGTTATTTGTCAATTTCAGATGACTTAATAAAGTCTC  
149541 
 
91 
 
Query  27105   ATTCTGATGGATATTTTGCGAATCCtttttttATAAAATCCTATAAACACCCAAATTTTA  
27164 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  149540  ATTCTGATGGATATTTTGCGAATCCTTTTTTTATAAAATCCTATAAACACCCAAATTTTA  
149481 
 
Query  27165   GACATAAAATTTTCACATCCTAACACCCATTTAACCACACGAGATTGCAACAAAGTTTTA  
27224 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  149480  GACATAAAATTTTCACATCCTAACACCCATTTAACCACACGAGATTGCAACAAAGTTTTA  
149421 
 
Query  27225   CACAATACAACATACTCTAAAATCATGTCCAAAACCTCTAAAATCACCGAGCAAGAACCG  
27284 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  149420  CACAATACAACATACTCTAAAATCATGTCCAAAACCTCTAAAATCACCGAGCAAGAACCG  
149361 
 
Query  27285   ATTacaaactcaactagtcataaacaaaataaaaaactgaaaatggaacaacaacaacag  
27344 
               ||| |||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  149360  ATTGCAAACTCAACTAGTCATAAACAAAATAAAAAACTGAAAATGGAACAACAACAACAG  
149301 
 
Query  27345   tcccaaaaTCGTTTATCTGATTCATTACCATCAAACAAATTAAATTAAGATTGGAGaaaa  
27404 
               ||||||||||||| |||||||||||||||||||||||||||||||||||||||||| ||| 
Sbjct  149300  TCCCAAAATCGTTGATCTGATTCATTACCATCAAACAAATTAAATTAAGATTGGAG-AAA  
149242 
 
Query  27405   aaaaTAATTAATATATTAATATACCTTAAAGTGGTCGGGATTATTCCTTAAAAGTTAAAA  
27464 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  149241  AAAATAATTAATATATTAATATACCTTAAAGTGGTCGGGATTATTCCTTAAAAGTTAAAA  
149182 
 
Query  27465   TTGTTATTGTAGTAGGCCAAAATCACCGATCATCAATCTATCATAAATTC---AGTTAGT  
27521 
               ||||||||||||||||||||||||||||||||||||||||||||||||||   ||||||| 
Sbjct  149181  TTGTTATTGTAGTAGGCCAAAATCACCGATCATCAATCTATCATAAATTCATGAGTTAGT  
149122 
 
Query  27522   CACAAAATAGATAATATGAGATGAGTGACATCGCGTTGTCTTTAAAGACTTATAAACGTA  
27581 
               |||||||||||||||||||||||||||||||| ||| ||||| |||||||||| |||||| 
Sbjct  149121  CACAAAATAGATAATATGAGATGAGTGACATCACGTGGTCTTCAAAGACTTATCAACGTA  
149062 
 
Query  27582   GTGCATAAGTCCTTTAGAATTTAACAAATCCTCCGAAAACTTGTCAAGACAACAAAACTA  
27641 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  149061  GTGCATAAGTCCTTTAGAATTTAACAAATCCTCCGAAAACTTGTCAAGACAACAAAACTA  
149002 
 
Query  27642   ACAAATTTTTTGTATGTAAAATCCTGGAATTCAATGGGAAGACCGAAGAGGGAGAGAAAC  
27701 
                ||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
92 
 
Sbjct  149001  TCAAATTTTTTGTATGTAAAATCCTGGAATTCAATGGGAAGACCGAAGAGGGAGAGAAAC  
148942 
 
Query  27702   TGAAATAGAGGTTTAGGAAGAAAGTGTTGAACAATTGTTAGAGAAGGTTAATTAGaaaaa  
27761 
               ||||||||||||||||||||||||||||||||||||||||||||||||||||||| |||| 
Sbjct  148941  TGAAATAGAGGTTTAGGAAGAAAGTGTTGAACAATTGTTAGAGAAGGTTAATTAG-AAAA  
148883 
 
Query  27762   aaaaTATATAATGGAATTTTAAATGTAAAAGTTGGAAGTGGATACATTAAGATTTTTCTA  
27821 
               |||||||||||||| ||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  148882  AAAATATATAATGGGATTTTAAATGTAAAAGTTGGAAGTGGATACATTAAGATTTTTCTA  
148823 
 
Query  27822   Gaaagattaaataaaaaatcatatttttcatataaatatgatttaaaaataattaataag  
27881 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  148822  GAAAGATTAAATAAAAAATCATATTTTTCATATAAATATGATTTAAAAATAATTAATAAG  
148763 
 
Query  27882   atttaatattttaaaatGTCTAACAAATGCCACAACATTATCACGAAAATATACAATAAA  
27941 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  148762  ATTTAATATTTTAAAATGTCTAACAAATGCCACAACATTATCACGAAAATATACAATAAA  
148703 
 
Query  27942   CTAGGAAGTTGGCTCATGCTCCATGCAACTAGAGAGATaaaag-aaaaaaaaagataaat  
28000 
               ||||||||||||||||||||||||||||||||||||||||||| |||||||||||||||| 
Sbjct  148702  CTAGGAAGTTGGCTCATGCTCCATGCAACTAGAGAGATAAAAGAAAAAAAAAAGATAAAT  
148643 
 
Query  28001   gaaaaatattgtttaaaaattctataaaattttactatatttatattatcatattatctt  
28060 
               | |||||||||||||||||||||||||||||||||||||||||||||||| ||||||||| 
Sbjct  148642  GGAAAATATTGTTTAAAAATTCTATAAAATTTTACTATATTTATATTATCGTATTATCTT  
148583 
 
Query  28061   taaatttaaagtaaattaaaatatttgtatatattaatttgatttattaaaaatatatGC  
28120 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  148582  TAAATTTAAAGTAAATTAAAATATTTGTATATATTAATTTGATTTATTAAAAATATATGC  
148523 
 
Query  28121   TAGAGTGATTTAATTTAAATAATTATAGTTATCTGGTATATTTATAGGATTTaaaaaaaT  
28180 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  148522  TAGAGTGATTTAATTTAAATAATTATAGTTATCTGGTATATTTATAGGATTTAAAAAAAT  
148463 
 
Query  28181   GATAtttt-tttATCTTTAAACAATTTGTTTAGAATaaaaaaaaaTATTTTCATGAGACA  
28239 
               ||||||||  |||||||||||||||||||||||||| ||||||||||||||||||||||| 
Sbjct  148462  GATATTTTCATTATCTTTAAACAATTTGTTTAGAAT-AAAAAAAATATTTTCATGAGACA  
148404 
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Query  28240   CAAAAattatgttttaagtctttaaatttaatttgtttttattatatttgtcattttttt  
28299 
               |||||||||||||| ||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  148403  CAAAAATTATGTTTCAAGTCTTTAAATTTAATTTGTTTTTATTATATTTGTCATTTTTTT  
148344 
 
Query  28300   attatttttaacctcattcgttaattatgagaaatttttgttaataaatttaataaaaaa  
28359 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  148343  ATTATTTTTAACCTCATTCGTTAATTATGAGAAATTTTTGTTAATAAATTTAATAAAAAA  
148284 
 
Query  28360   atttatttaggaaataagaaacaaaggaaaaaagatatatttaaataGTGATATAAtttt  
28419 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||| ||| 
Sbjct  148283  ATTTATTTAGGAAATAAGAAACAAAGGAAAAAAGATATATTTAAATAGTGATATAA-TTT  
148225 
 
Query  28420   ttttGTCAAAAGTTATATATTTTCTAGatttacttaataaaactttaaattttaatttag  
28479 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  148224  TTTTGTCAAAAGTTATATATTTTCTAGATTTACTTAATAAAACTTTAAATTTTAATTTAG  
148165 
 
Query  28480   tttattgaaatttaatataaacaattttaCATACATATACTCTAAAACAGTCATTTGAAT  
28539 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  148164  TTTATTGAAATTTAATATAAACAATTTTACATACATATACTCTAAAACAGTCATTTGAAT  
148105 
 
Query  28540   GAAGAATGG------------AGTTAAAAGAAATCAATAACAATATTTTAG-AAGaaaaa  
28586 
               |||||||||            |||||||||||||||||||||||||||||| |||||||| 
Sbjct  148104  GAAGAATGGAGAATAATAACAAGTTAAAAGAAATCAATAACAATATTTTAGAAAGAAAAA  
148045 
 
Query  28587   aaaGAAAATTCATATGTTTATACAACTGAAACGAAAAATGAAGTAAACTCCTTCATGTTA  
28646 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  148044  AAAGAAAATTCATATGTTTATACAACTGAAACGAAAAATGAAGTAAACTCCTTCATGTTA  
147985 
 
Query  28647   TTGTAACTGAGGACACTCTCTCTGCCACGTACTCTTAAATTTAATTCACATTTCATTGAT  
28706 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  147984  TTGTAACTGAGGACACTCTCTCTGCCACGTACTCTTAAATTTAATTCACATTTCATTGAT  
147925 
 
Query  28707   CGTCTTACACACGTGGGGATTATTTCAGTGGCGTGAAACTTCCAGAAGAACTCAAAGTCA  
28766 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  147924  CGTCTTACACACGTGGGGATTATTTCAGTGGCGTGAAACTTCCAGAAGAACTCAAAGTCA  
147865 
 
Query  28767   CTCCTCTTCTGCTTGCCCTCTTTCGCTTCCTGCAAATCTTTCTGAGGTACGTTCTTTCAC  
28826 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
94 
 
Sbjct  147864  CTCCTCTTCTGCTTGCCCTCTTTCGCTTCCTGCAAATCTTTCTGAGGTACGTTCTTTCAC  
147805 
 
Query  28827   GTGGGGATTAAATATTTCAAGTTTACTACTTTGATTTTCGTTTTATCTTAGTATTTGTTT  
28886 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  147804  GTGGGGATTAAATATTTCAAGTTTACTACTTTGATTTTCGTTTTATCTTAGTATTTGTTT  
147745 
 
Query  28887   TCTCTCTACCTATCTTCAGAATCGAGTCACAGACTAGAGCTAAATCAGCATAGAGGTACG  
28946 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  147744  TCTCTCTACCTATCTTCAGAATCGAGTCACAGACTAGAGCTAAATCAGCATAGAGGTACG  
147685 
 
Query  28947   CGTCATTGGTTTTTTGCCCTAATTTTATTTATATGGTTGAATGCTTTATCTTAGGGTTTT  
29006 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  147684  CGTCATTGGTTTTTTGCCCTAATTTTATTTATATGGTTGAATGCTTTATCTTAGGGTTTT  
147625 
 
Query  29007   ATTCAAAATTAGTGTCACATATTTCATGTAAAATTCAATCAAGTCTGGTTTAGGAGTGTT  
29066 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  147624  ATTCAAAATTAGTGTCACATATTTCATGTAAAATTCAATCAAGTCTGGTTTAGGAGTGTT  
147565 
 
Query  29067   CCTATCTACTTTTTCATGAACAACTATAGGCTGACCAGTGAATTAAGCCATTCGTTTTGT  
29126 
               |||||||||||||||||||||||||||| ||||||||||||||||||||||||||||||| 
Sbjct  147564  CCTATCTACTTTTTCATGAACAACTATATGCTGACCAGTGAATTAAGCCATTCGTTTTGT  
147505 
 
Query  29127   TTTTCATAGTTTGTGACTAAGACTTTCTCTTCCCCTCATTCATGGCTTCGTGCCCTAGCC  
29186 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  147504  TTTTCATAGTTTGTGACTAAGACTTTCTCTTCCCCTCATTCATGGCTTCGTGCCCTAGCC  
147445 
 
Query  29187   TCGTAATGTTATTTATATGGCTGAATGCTGTGGCTTAGGGTTTTCTTCAAAATTAGTTTA  
29246 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  147444  TCGTAATGTTATTTATATGGCTGAATGCTGTGGCTTAGGGTTTTCTTCAAAATTAGTTTA  
147385 
 
Query  29247   ACAtttttttATGTGAAATTTCAACCAAGTCAAGCCGTAGTGTGTTCTGTTCTGCTCAGT  
29306 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  147384  ACATTTTTTTATGTGAAATTTCAACCAAGTCAAGCCGTAGTGTGTTCTGTTCTGCTCAGT  
147325 
 
Query  29307   GATCAAAGATCTGCATCAATAGCGCACTTTAGCAGCGCAAAGCGGCCACTGTAAAGTTTT  
29366 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  147324  GATCAAAGATCTGCATCAATAGCGCACTTTAGCAGCGCAAAGCGGCCACTGTAAAGTTTT  
147265 
 
95 
 
Query  29367   GAATAACGGTGTAGTGGCTGCAATCACGGCCATAATAGTGGCTCTATCGGTGATAAGTGG  
29426 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  147264  GAATAACGGTGTAGTGGCTGCAATCACGGCCATAATAGTGGCTCTATCGGTGATAAGTGG  
147205 
 
Query  29427   CGCTAGATTGAGGCTTCTTTGAAAACCCATTTTCCCCCTCAAAACAGCATGGTTTTTGGG  
29486 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  147204  CGCTAGATTGAGGCTTCTTTGAAAACCCATTTTCCCCCTCAAAACAGCATGGTTTTTGGG  
147145 
 
Query  29487   TTGGGTGTGTGGTCTTAGTGCACAGTTGAGATATTCCTCCCCTTTTTAAGAATTTGAAAA  
29546 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  147144  TTGGGTGTGTGGTCTTAGTGCACAGTTGAGATATTCCTCCCCTTTTTAAGAATTTGAAAA  
147085 
 
Query  29547   TCCCTAATTGGATCTAGTTTCTCTCGCTTTTGTCTACTGTGTGACACTCACTATTTGACT  
29606 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  147084  TCCCTAATTGGATCTAGTTTCTCTCGCTTTTGTCTACTGTGTGACACTCACTATTTGACT  
147025 
 
Query  29607   AACTTCCGTGCATATCCGGCAGTATTTCTGGCAACACTCACCTTCCATATTTTTCTCCTT  
29666 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  147024  AACTTCCGTGCATATCCGGCAGTATTTCTGGCAACACTCACCTTCCATATTTTTCTCCTT  
146965 
 
Query  29667   TGAACTCTGAACCTCTGTTCTTTTCTCTGTGCAACACCCACCCTCACTGTTTATTGAATG  
29726 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  146964  TGAACTCTGAACCTCTGTTCTTTTCTCTGTGCAACACCCACCCTCACTGTTTATTGAATG  
146905 
 
Query  29727   TTTAAGATGCTTTGTATCTGAAATTTGAAATATGAACGTGCctttgaattttgtttgttt  
29786 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  146904  TTTAAGATGCTTTGTATCTGAAATTTGAAATATGAACGTGCCTTTGAATTTTGTTTGTTT  
146845 
 
Query  29787   tcttgacttgtattgttatttacttgtattttatgttttgCTTAAAATCTATGACCTTTT  
29846 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  146844  TCTTGACTTGTATTGTTATTTACTTGTATTTTATGTTTTGCTTAAAATCTATGACCTTTT  
146785 
 
Query  29847   ATTATTGATGAACATGTCATGAATGTTGAGTATTTATCATAGTGCCAATCTCGCTATGAA  
29906 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  146784  ATTATTGATGAACATGTCATGAATGTTGAGTATTTATCATAGTGCCAATCTCGCTATGAA  
146725 
 
Query  29907   CTATACTGCCATAGCATTTTTGGGGTAGGCCACTATGGATTGCTGCCTGAGATTGATAAC  
29966 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
96 
 
Sbjct  146724  CTATACTGCCATAGCATTTTTGGGGTAGGCCACTATGGATTGCTGCCTGAGATTGATAAC  
146665 
 
Query  29967   TATGCTTACTTCATAACTTGTACCAAATAATATGTACCATTTATATTGCTTGGGAGAATG  
30026 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  146664  TATGCTTACTTCATAACTTGTACCAAATAATATGTACCATTTATATTGCTTGGGAGAATG  
146605 
 
Query  30027   TATGGAAATTGACTCTTTGATGCCATGTTTTCCTTGAACAGATACAAAAATGCCAAAAGT  
30086 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  146604  TATGGAAATTGACTCTTTGATGCCATGTTTTCCTTGAACAGATACAAAAATGCCAAAAGT  
146545 
 
Query  30087   AAAGACAAATCGTGTTAAATACCCAGAGGGCTGGGAATTAATTGAGCCTACACTCCGTGA  
30146 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  146544  AAAGACAAATCGTGTTAAATACCCAGAGGGCTGGGAATTAATTGAGCCTACACTCCGTGA  
146485 
 
Query  30147   ACTTCAAGCAAAGATGAGGGAAGGTTGGAAATTTACATCATGTTCTTAGTAGGTTTTATT  
30206 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  146484  ACTTCAAGCAAAGATGAGGGAAGGTTGGAAATTTACATCATGTTCTTAGTAGGTTTTATT  
146425 
 
Query  30207   ATGTTCTTTCTGAAATCAATGAAATGAATAGTTTTATATCCTTTATGTGGCAGCTGAGAA  
30266 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  146424  ATGTTCTTTCTGAAATCAATGAAATGAATAGTTTTATATCCTTTATGTGGCAGCTGAGAA  
146365 
 
Query  30267   TGATCCGCATGATGGCAAAAGAAAATGTGAGACCTTATGGCCTATATTTAAGATTGCACA  
30326 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  146364  TGATCCGCATGATGGCAAAAGAAAATGTGAGACCTTATGGCCTATATTTAAGATTGCACA  
146305 
 
Query  30327   CCAGAAGAGCCGCTACATATTTGATCTATACCATCGGAGGAAGGAAATTTCTAAAGAACT  
30386 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  146304  CCAGAAGAGCCGCTACATATTTGATCTATACCATCGGAGGAAGGAAATTTCTAAAGAACT  
146245 
 
Query  30387   GTATGAATTCTGTTTAGATCAAGGATATGCTGACCGCAATCTAATTGCAAAATGGAAGAA  
30446 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  146244  GTATGAATTCTGTTTAGATCAAGGATATGCTGACCGCAATCTAATTGCAAAATGGAAGAA  
146185 
 
Query  30447   GGTACCTGAAATTAGTTCttttattttatttttttaaaactggttttctttttctattgc  
30506 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  146184  GGTACCTGAAATTAGTTCTTTTATTTTATTTTTTTAAAACTGGTTTTCTTTTTCTATTGC  
146125 
 
97 
 
Query  30507   tttttACATAGGAGGAAATTCATTAAAGAGATAAGAGAAGCACAACTAGGAGGAGGATAA  
30566 
               ||||||||||||||||||||||||||||||| |||||||||||||||||||||||||||| 
Sbjct  146124  TTTTTACATAGGAGGAAATTCATTAAAGAGAAAAGAGAAGCACAACTAGGAGGAGGATAA  
146065 
 
Query  30567   GAAATCTGCTAGTTACcaaaaaaataaaagaaattctccaaaacaaataagactaatgca  
30626 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  146064  GAAATCTGCTAGTTACCAAAAAAATAAAAGAAATTCTCCAAAACAAATAAGACTAATGCA  
146005 
 
Query  30627   ataaaatgagccaaaaGCTGGTTGAAAGGTCTATTATGAATTTGCAACAAACCATTTGCA  
30686 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  146004  ATAAAATGAGCCAAAAGCTGGTTGAAAGGTCTATTATGAATTTGCAACAAACCATTTGCA  
145945 
 
Query  30687   TTAACCATGTTAAGTACCACTGTCCTAACCAAGGACTTGGCTTTTGAAGAGATGTTTGAA  
30746 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  145944  TTAACCATGTTAAGTACCACTGTCCTAACCAAGGACTTGGCTTTTGAAGAGATGTTTGAA  
145885 
 
Query  30747   TTTTAAAATGGATTAATCAAGTAGAAACCTAGGTTAGGCGTGTGTATGAAATTGATAGAA  
30806 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  145884  TTTTAAAATGGATTAATCAAGTAGAAACCTAGGTTAGGCGTGTGTATGAAATTGATAGAA  
145825 
 
Query  30807   AGCTTTACAGGAGAAAATACTGGAAGAGTCCATGATCCAAACTCTTCTAACTAACTTAGT  
30866 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  145824  AGCTTTACAGGAGAAAATACTGGAAGAGTCCATGATCCAAACTCTTCTAACTAACTTAGT  
145765 
 
Query  30867   TGGGGGAGAAAGAGACTCAAGTAAAAGTGTAAAAGCAAAAGGGATTGTAGTTCACTATAT  
30926 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  145764  TGGGGGAGAAAGAGACTCAAGTAAAAGTGTAAAAGCAAAAGGGATTGTAGTTCACTATAT  
145705 
 
Query  30927   TACCCATATTAAAATATCCAAGTAAATTACAGTCCCTTTGTAAATAATGATCTTAGATTC  
30986 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  145704  TACCCATATTAAAATATCCAAGTAAATTACAGTCCCTTTGTAAATAATGATCTTAGATTC  
145645 
 
Query  30987   TTAGCCTTAGATTAGAAATGGCTAATGAGCAAACTTCACAAAGTAGATAGTTGAAACATG  
31046 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  145644  TTAGCCTTAGATTAGAAATGGCTAATGAGCAAACTTCACAAAGTAGATAGTTGAAACATG  
145585 
 
Query  31047   CAGGAAAAGTCTCTGAAAAAGGAGCACTCCCTATCTAAGCTTCCTCTCCAAAGTTGACAA  
31106 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
98 
 
Sbjct  145584  CAGGAAAAGTCTCTGAAAAAGGAGCACTCCCTATCTAAGCTTCCTCTCCAAAGTTGACAA  
145525 
 
Query  31107   GGATTCCATCACCCAAACAATAGACATGTATTCCTGCaaaaaaaCCTTCCAATCCCAAAA  
31166 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  145524  GGATTCCATCACCCAAACAATAGACATGTATTCCTGCAAAAAAACCTTCCAATCCCAAAA  
145465 
 
Query  31167   TCTAATATGAGCAGTGTTGCTCACTTGGTTAGCATGCCACCTGTTCTGATGGGTTGTACT  
31226 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  145464  TCTAATATGAGCAGTGTTGCTCACTTGGTTAGCATGCCACCTGTTCTGATGGGTTGTACT  
145405 
 
Query  31227   TGCTCTTAGTCTTATATACTTGGTGAGTTGGTGCCTCTTGGCATTAGTCTCCAAAGGAAA  
31286 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  145404  TGCTCTTAGTCTTATATACTTGGTGAGTTGGTGCCTCTTGGCATTAGTCTCCAAAGGAAA  
145345 
 
Query  31287   GTGCCAAAGTCATTTAACCTCTGAAAGGAATGTTTGTGTGTTAAGATGCCAAATTACCAA  
31346 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  145344  GTGCCAAAGTCATTTAACCTCTGAAAGGAATGTTTGTGTGTTAAGATGCCAAATTACCAA  
145285 
 
Query  31347   CCCCTAATCCCCCTTCATTTTAGGCCTATGAAGAACCTCTCAAGTCCCAACTAATAAAAT  
31406 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  145284  CCCCTAATCCCCCTTCATTTTAGGCCTATGAAGAACCTCTCAAGTCCCAACTAATAAAAT  
145225 
 
Query  31407   GTTCTCTTCTCTGTTTTCCCACAGCCGATCCATGTTTGTATCATTGGGTCACTCTGAACT  
31466 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  145224  GTTCTCTTCTCTGTTTTCCCACAGCCGATCCATGTTTGTATCATTGGGTCACTCTGAACT  
145165 
 
Query  31467   CACATTGTGTGATATTCAGTACTGTTGAAATTAGGAAGTATGTTATTTCTATACTCATAT  
31526 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  145164  CACATTGTGTGATATTCAGTACTGTTGAAATTAGGAAGTATGTTATTTCTATACTCATAT  
145105 
 
Query  31527   TTGTGCCTTCTCCGAGATGTTAATTGTTGTAAGGTTATTGTTACTTGGTAGCaaaaaatg  
31586 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  145104  TTGTGCCTTCTCCGAGATGTTAATTGTTGTAAGGTTATTGTTACTTGGTAGCAAAAAATG  
145045 
 
Query  31587   ttaaaaaaaTAGTGTCGTTTTACTTTCACCAAGATTTTATTTCATTTGTGCATTCTATGT  
31646 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  145044  TTAAAAAAATAGTGTCGTTTTACTTTCACCAAGATTTTATTTCATTTGTGCATTCTATGT  
144985 
 
99 
 
Query  31647   GTAGTTTTCTTGGATTTTGAGTACTTAAATCATTATGTTTTTGGTCTGAATTGCAGCCTG  
31706 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  144984  GTAGTTTTCTTGGATTTTGAGTACTTAAATCATTATGTTTTTGGTCTGAATTGCAGCCTG  
144925 
 
Query  31707   GTTATGAACGTCTTTGCTGCCTGAGGTGCATGCAGCCACGTGATCACAATTTTGCCACCA  
31766 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  144924  GTTATGAACGTCTTTGCTGCCTGAGGTGCATGCAGCCACGTGATCACAATTTTGCCACCA  
144865 
 
Query  31767   CTTGTGTTTGCAGAGTACCCAAGCAACTTAGGGAGGAGAAGGTCATAGAGTGTGTTCACT  
31826 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  144864  CTTGTGTTTGCAGAGTACCCAAGCAACTTAGGGAGGAGAAGGTCATAGAGTGTGTTCACT  
144805 
 
Query  31827   GTGGATGCAAGGGTTGTGCAAGCGGGGACTAATTGAATATCGATTCTAGTTTTAGTTGCC  
31886 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  144804  GTGGATGCAAGGGTTGTGCAAGCGGGGACTAATTGAATATCGATTCTAGTTTTAGTTGCC  
144745 
 
Query  31887   AATGGAAGGTTTCTTAGAATTACTTTCTTTGTGCTTTTAGCTTAATGTTGTCTGAAACCC  
31946 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  144744  AATGGAAGGTTTCTTAGAATTACTTTCTTTGTGCTTTTAGCTTAATGTTGTCTGAAACCC  
144685 
 
Query  31947   TCACCATGGGACACCACTTCTCCAGGTTGTATTACTGTCTACTAAATGAGTGCTATATAT  
32006 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  144684  TCACCATGGGACACCACTTCTCCAGGTTGTATTACTGTCTACTAAATGAGTGCTATATAT  
144625 
 
Query  32007   TGGGAACATTGGTTACATATTAGGGTGTgtttggtttgcattttcattttctgttttc--  
32064 
               ||||||||||||||||||||||||||||||||||||||||||||||||||||||||||   
Sbjct  144624  TGGGAACATTGGTTACATATTAGGGTGTGTTTGGTTTGCATTTTCATTTTCTGTTTTCAT  
144565 
 
Query  32065   -----------attttctgaaaactgtttttattttcaaaatatttaaattctgaaaaCA  
32113 
                          ||||| |||||| ||||||||||||||||| |||||||||||||||| | 
Sbjct  144564  TTCCTGTTTTTATTTTTTGAAAATTGTTTTTATTTTCAAAAGATTTAAATTCTGAAAATA  
144505 
 
Query  32114   TGTTTGGTTTGATTTCTTGTTTTCTGTTTTCATGAAATAAAAATACTGAAAATTTATGAT  
32173 
               |||||||||||||||||||||||||||||| ||||||||||||||||||||||||||||| 
Sbjct  144504  TGTTTGGTTTGATTTCTTGTTTTCTGTTTTTATGAAATAAAAATACTGAAAATTTATGAT  
144445 
 
Query  32174   ATATTGACTTATTGTCTTTTTGTATTTTTAGATTTGCTTAAAACTACATTTATTGTCACC  
32233 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
100 
 
Sbjct  144444  ATATTGACTTATTGTCTTTTTGTATTTTTAGATTTGCTTAAAACTACATTTATTGTCACC  
144385 
 
Query  32234   GCAATTTCATTTTAACCAAAATGAGGTTTCTGTTCTCAACTGAAAATTCTGAAAACGAAA  
32293 
               ||||||||||||||||||||||||||||||||||||||||||||||| |||||||||||| 
Sbjct  144384  GCAATTTCATTTTAACCAAAATGAGGTTTCTGTTCTCAACTGAAAATACTGAAAACGAAA  
144325 
 
Query  32294   AttttttgttttcattttctagttgtttactgttttcatttttactgaaaatgttttcAG  
32353 
               ||||||||||||||||||||||||||||||||||||||||||||| |||||||||||||| 
Sbjct  144324  ATTTTTTGTTTTCATTTTCTAGTTGTTTACTGTTTTCATTTTTACCGAAAATGTTTTCAG  
144265 
 
Query  32354   AAATCAAACCAAACACATTTTCATCACCGTTTTCTATTTTCAGTGAAAATGAAAACAGAA  
32413 
               ||||||||||||||||||||||||||||||||| |||||||||||||||| ||| || || 
Sbjct  144264  AAATCAAACCAAACACATTTTCATCACCGTTTTTTATTTTCAGTGAAAATAAAATCAAAA  
144205 
 
Query  32414   AACAACCAAACTAAACACTCCCTTAGTTATCTGCCTAGTTCAAAATCTAACGGGAGCTTT  
32473 
               |||||||||||||||||||||||||||||||||||||||||||||||| ||||||||||| 
Sbjct  144204  AACAACCAAACTAAACACTCCCTTAGTTATCTGCCTAGTTCAAAATCTGACGGGAGCTTT  
144145 
 
Query  32474   GTACCTTTTCATTGATTAGCCTAATATGGTGTACTTTTGCTCTATACTTCAAAGCTTTAA  
32533 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  144144  GTACCTTTTCATTGATTAGCCTAATATGGTGTACTTTTGCTCTATACTTCAAAGCTTTAA  
144085 
 
Query  32534   TGCTGCTTTGGTTAAGATTGGAGCCAAGCTGGACAAACTCCAAAGtttttattttttatt  
32593 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  144084  TGCTGCTTTGGTTAAGATTGGAGCCAAGCTGGACAAACTCCAAAGTTTTTATTTTTTATT  
144025 
 
Query  32594   ttttAAAGAGATCAATTTTGTGAGGGGAACATTGTAAAAGTCAAAGCATTATTCTGAGAT  
32653 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  144024  TTTTAAAGAGATCAATTTTGTGAGGGGAACATTGTAAAAGTCAAAGCATTATTCTGAGAT  
143965 
 
Query  32654   AAATATATTTTTATGTCATTCTCCCAGTCAAATCATTTGAGGAGTAAATCTTTAAATACA  
32713 
               ||||||||||||||||||||||||||||||||||||||||||||||| |||||||||||| 
Sbjct  143964  AAATATATTTTTATGTCATTCTCCCAGTCAAATCATTTGAGGAGTAATTCTTTAAATACA  
143905 
 
Query  32714   ACAAATGAAAATAACTGATGATATAGACGGTGAAGTGTTTCCTTGAATAATTTTAATAGT  
32773 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  143904  ACAAATGAAAATAACTGATGATATAGACGGTGAAGTGTTTCCTTGAATAATTTTAATAGT  
143845 
 
101 
 
Query  32774   GGGATAATTGTTGAACCTTTGTTTTGTTAAACAAGTTTGGAGTGTTGTTTCAACTTAAGA  
32833 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  143844  GGGATAATTGTTGAACCTTTGTTTTGTTAAACAAGTTTGGAGTGTTGTTTCAACTTAAGA  
143785 
 
Query  32834   TTAAGAATTTGCTTGTTTTGGAGTCAATTTATTTAGAGCAGTTCTTGAAAACAATTTTTT  
32893 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  143784  TTAAGAATTTGCTTGTTTTGGAGTCAATTTATTTAGAGCAGTTCTTGAAAACAATTTTTT  
143725 
 
Query  32894   AAAATATAATCTTTCAAAATGTGATTAGAAGGAGATATCTGTTTCATATAGTAATTAATT  
32953 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  143724  AAAATATAATCTTTCAAAATGTGATTAGAAGGAGATATCTGTTTCATATAGTAATTAATT  
143665 
 
Query  32954   ATATTTTGAAGAATATTCTTGAAAACATTCTGATGAAAAATGTGATTACCGAGTAAACTA  
33013 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  143664  ATATTTTGAAGAATATTCTTGAAAACATTCTGATGAAAAATGTGATTACCGAGTAAACTA  
143605 
 
Query  33014   AATGTGGATCAAATGGGGGAAAATTTGCTCTCAAGTGCTAGAAAAGAGCCGAAGCCATCA  
33073 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  143604  AATGTGGATCAAATGGGGGAAAATTTGCTCTCAAGTGCTAGAAAAGAGCCGAAGCCATCA  
143545 
 
Query  33074   AATAGAGGATTGTTCAATTTAAATTTATAGGAGTAGGGGGACAAAAGAAAATATTAGGGG  
33133 
               ||||||||||||||||||||||||||||| |||||||||||||||||||||||||||||| 
Sbjct  143544  AATAGAGGATTGTTCAATTTAAATTTATAAGAGTAGGGGGACAAAAGAAAATATTAGGGG  
143485 
 
Query  33134   AACCAATTAAGAGAAGCTACGCTCTAGATTGTTTTACTGAAAATCAGGATATTGCTAGTG  
33193 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  143484  AACCAATTAAGAGAAGCTACGCTCTAGATTGTTTTACTGAAAATCAGGATATTGCTAGTG  
143425 
 
Query  33194   CCCTATAGTGTGATTGATCCATATAGACAATCATCCCACCTAGTAGAGTAAGACTTGATT  
33253 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  143424  CCCTATAGTGTGATTGATCCATATAGACAATCATCCCACCTAGTAGAGTAAGACTTGATT  
143365 
 
Query  33254   GTTTTACAAAAATCATTACCTCTCACATCTTGTACTGTTCACTAAGAATCAATATATAAG  
33313 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  143364  GTTTTACAAAAATCATTACCTCTCACATCTTGTACTGTTCACTAAGAATCAATATATAAG  
143305 
 
Query  33314   GCAGTCCATTTAAATGCTAAACCAGTGTCATGGTCAAGGATACTGCTCCTTGGCACATGC  
33373 
               |||||||||| ||||||||||||||||||||||||||||||||||||||||||||||||| 
102 
 
Sbjct  143304  GCAGTCCATTCAAATGCTAAACCAGTGTCATGGTCAAGGATACTGCTCCTTGGCACATGC  
143245 
 
Query  33374   AAACCATTTTTAGCTTTACATTAAAGCAAGAATATGAAGCATTAAGCATTAGGCTGCAAC  
33433 
               ||||||||||||||||||||||||||||||||||||||||||||||||| |||||||||| 
Sbjct  143244  AAACCATTTTTAGCTTTACATTAAAGCAAGAATATGAAGCATTAAGCATAAGGCTGCAAC  
143185 
 
Query  33434   CCAATAAAATTTACAAATTACCCTCACTTAATATGACAAGTGCCCAACATATTGAATATT  
33493 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  143184  CCAATAAAATTTACAAATTACCCTCACTTAATATGACAAGTGCCCAACATATTGAATATT  
143125 
 
Query  33494   TTAAATTATGGACAAAAGAACTAGATGACAGAACTTTCAAGAAGACAAAATCACAACTTC  
33553 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  143124  TTAAATTATGGACAAAAGAACTAGATGACAGAACTTTCAAGAAGACAAAATCACAACTTC  
143065 
 
Query  33554   ACTCTATCACTAAACCATACCATTCGACAGAATCAGCATTTACATCTCAAAACCCAGTAA  
33613 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  143064  ACTCTATCACTAAACCATACCATTCGACAGAATCAGCATTTACATCTCAAAACCCAGTAA  
143005 
 
Query  33614   CCGATCTAATGAACATCATTGCTTGATGTGGAAGCCATCTAGTCGCTCCCATAAAACATT  
33673 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  143004  CCGATCTAATGAACATCATTGCTTGATGTGGAAGCCATCTAGTCGCTCCCATAAAACATT  
142945 
 
Query  33674   CAGCTGAGAGTCTGTGTCTTACCCGTTTAATGATAACCTAGTCTGAAACATAGAAAGAAA  
33733 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  142944  CAGCTGAGAGTCTGTGTCTTACCCGTTTAATGATAACCTAGTCTGAAACATAGAAAGAAA  
142885 
 
Query  33734   TGACAAGAAAAGAAAAGTGAAATATAACTTAACAGATAAATATTCATTCAAAATTTCAAA  
33793 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  142884  TGACAAGAAAAGAAAAGTGAAATATAACTTAACAGATAAATATTCATTCAAAATTTCAAA  
142825 
 
Query  33794   CGAACAACTTATGATGCTAAAAAATTTGAATTACAAAAAACAAGCTGAGCAGATATTGCA  
33853 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  142824  CGAACAACTTATGATGCTAAAAAATTTGAATTACAAAAAACAAGCTGAGCAGATATTGCA  
142765 
 
Query  33854   AAGAAAAAATGTTTGACTAACCTTCTATGATCCATCGCTGAACTATTTGCGGTCTTCCTC  
33913 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  142764  AAGAAAAAATGTTTGACTAACCTTCTATGATCCATCGCTGAACTATTTGCGGTCTTCCTC  
142705 
 
103 
 
Query  33914   GCACATAAGTTATAACAAAATGAGTGCATAGAGTGATTTCAATCTGCAAACCAAGAACCA  
33973 
               |||||||||||||||||||||||||||||| ||||||||||||||||||||||||||||| 
Sbjct  142704  GCACATAAGTTATAACAAAATGAGTGCATAAAGTGATTTCAATCTGCAAACCAAGAACCA  
142645 
 
Query  33974   TGAAGTCAAACTGTTATTTTAAATGGGGGGAAAACTGTCAAAAGT---aaaaaaaaaaaa  
34030 
               |||||||||||||||||||||||||||||||||||||||||||||   |||||||||||| 
Sbjct  142644  TGAAGTCAAACTGTTATTTTAAATGGGGGGAAAACTGTCAAAAGTAAAAAAAAAAAAAAA  
142585 
 
Query  34031   TGTTTGCAGAAAGGACAGCAAGCATCCATAAATTAGATCTTAGATTTTCGTCTCCTAACA  
34090 
                ||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  142584  CGTTTGCAGAAAGGACAGCAAGCATCCATAAATTAGATCTTAGATTTTCGTCTCCTAACA  
142525 
 
Query  34091   GGTAATAAATATGGaaaaaaaaTTCCCATCACAAACAATGAACTAGGAGAGAAAAGGAGT  
34150 
               ||||||||||||||||||||| |||||||||||||||||||||||||||||||||||||| 
Sbjct  142524  GGTAATAAATATGGAAAAAAATTTCCCATCACAAACAATGAACTAGGAGAGAAAAGGAGT  
142465 
 
Query  34151   ACAGTGCAGAAGGATCAGGAATCCTCCtaaaacagaaaagtaaaatacacaagaaaggaa  
34210 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  142464  ACAGTGCAGAAGGATCAGGAATCCTCCTAAAACAGAAAAGTAAAATACACAAGAAAGGAA  
142405 
 
Query  34211   acaaaatataaaataacaTTAGCTCCAAAGAGCTATCCATGATAAAAGGAAGCTACTGAA  
34270 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  142404  ACAAAATATAAAATAACATTAGCTCCAAAGAGCTATCCATGATAAAAGGAAGCTACTGAA  
142345 
 
Query  34271   CGCTAGCTCATGCTACAGTATTTTTGAGTGAGGAGTTTCCATGAAACACAAAATTCTTGG  
34330 
               |||||||||||||||||||||||||||||||||||||||||||||  ||||||||||||| 
Sbjct  142344  CGCTAGCTCATGCTACAGTATTTTTGAGTGAGGAGTTTCCATGAA--ACAAAATTCTTGG  
142287 
 
Query  34331   GTGTTCCACAAAAGTTCCCCTTCTACACGGTATATCATAGACCAGAAGATGAGATCTTTT  
34390 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  142286  GTGTTCCACAAAAGTTCCCCTTCTACACGGTATATCATAGACCAGAAGATGAGATCTTTT  
142227 
 
Query  34391   CCATTTAACCTAATGAGGTACACGTTCATAGTTGAAATTTATTAATTTTAATACCTGTAG  
34450 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  142226  CCATTTAACCTAATGAGGTACACGTTCATAGTTGAAATTTATTAATTTTAATACCTGTAG  
142167 
 
Query  34451   CTGGAAAAAGGATTAAGTTCTAAAAGCAGCTTATGGTCTTATTAAATGCTTTTACATAAA  
34510 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
104 
 
Sbjct  142166  CTGGAAAAAGGATTAAGTTCTAAAAGCAGCTTATGGTCTTATTAAATGCTTTTACATAAA  
142107 
 
Query  34511   TGGAATCCATTTGACAAATGTATAAAACTAAGCAATAAGCAATTACATGATTTCTTGTGT  
34570 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  142106  TGGAATCCATTTGACAAATGTATAAAACTAAGCAATAAGCAATTACATGATTTCTTGTGT  
142047 
 
Query  34571   ATATTGAATTTACCCTGGCAGAATTTATGCTGTCAATTATCATTTACTAGCAATATTGAT  
34630 
               ||||||||||||||||||||||||||| |||||||||||||||||||||||||||||||| 
Sbjct  142046  ATATTGAATTTACCCTGGCAGAATTTAAGCTGTCAATTATCATTTACTAGCAATATTGAT  
141987 
 
Query  34631   TGGCTTATCCCTAATGCAACTTGCTTCATTATTAAACTTACTTGAAGGCAAATATACATA  
34690 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  141986  TGGCTTATCCCTAATGCAACTTGCTTCATTATTAAACTTACTTGAAGGCAAATATACATA  
141927 
 
Query  34691   AGTAAAAAATTACTCAGTTCCATAAAAATGCAAGGATACAGCACAATTTCTAAATTGTAT  
34750 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  141926  AGTAAAAAATTACTCAGTTCCATAAAAATGCAAGGATACAGCACAATTTCTAAATTGTAT  
141867 
 
Query  34751   ATAGGTCTAtttttttAAGCTATTTTAATAACTTGAGGTTATATCAAAATAAATGTGCAA  
34810 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  141866  ATAGGTCTATTTTTTTAAGCTATTTTAATAACTTGAGGTTATATCAAAATAAATGTGCAA  
141807 
 
Query  34811   GCAGATGTGAAAATACTTACCACTAAAAATGTCAAGGAACAATTCTATTCACAGCTTAAG  
34870 
               ||||| |||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  141806  GCAGAGGTGAAAATACTTACCACTAAAAATGTCAAGGAACAATTCTATTCACAGCTTAAG  
141747 
 
Query  34871   CTGATTGGTGGAGCTAAGAAAGATTTATATCTAAGACCCCCTTAAAACAGAGCTTTTTGA  
34930 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  141746  CTGATTGGTGGAGCTAAGAAAGATTTATATCTAAGACCCCCTTAAAACAGAGCTTTTTGA  
141687 
 
Query  34931   GCTTGAAGTGTGGACAATGCACAAACCCACTTTACCTTGGGCTCAAATATAAGTTAATTA  
34990 
               |||||||||| ||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  141686  GCTTGAAGTGCGGACAATGCACAAACCCACTTTACCTTGGGCTCAAATATAAGTTAATTA  
141627 
 
Query  34991   TGAAGAAGAGAAGCAACAAGGATCAATCTCATAATTTCTTAAAGGTTGTGATACCATGTT  
35050 
               ||||||||||||||||||||||||||||||||||||||||||||||||||||||| |||| 
Sbjct  141626  TGAAGAAGAGAAGCAACAAGGATCAATCTCATAATTTCTTAAAGGTTGTGATACC-TGTT  
141568 
 
105 
 
Query  35051   AAGGACCAACTCTCCTAATCACATAAATTGTCAGGTGGAAGCACTTGAATGGTAATGATT  
35110 
               ||||||||||||||||||||||||||||||||||||||| |||||||||||||||||||| 
Sbjct  141567  AAGGACCAACTCTCCTAATCACATAAATTGTCAGGTGGATGCACTTGAATGGTAATGATT  
141508 
 
Query  35111   TTATATATTTAACAAATGGTAAGTTCTGAAGCCTATGCCAGTTCTCTCTATGGGGTCCTA  
35170 
               ||||||||||||||||| |||||||||||||||||||||||||||||||||||||||||| 
Sbjct  141507  TTATATATTTAACAAATTGTAAGTTCTGAAGCCTATGCCAGTTCTCTCTATGGGGTCCTA  
141448 
 
Query  35171   TAGGATTGTGGAACATGGATGAATTGAGAGTCAGGATTTGAATAAATGTCTAAGTGAAAC  
35230 
               |||||||||||||||||||||||||||||||||||||||||||||||||| ||||||||| 
Sbjct  141447  TAGGATTGTGGAACATGGATGAATTGAGAGTCAGGATTTGAATAAATGTCCAAGTGAAAC  
141388 
 
Query  35231   TCTTGGCATTTGCTATCTTTTTGGaaaaaaaaaTTCTCGAATTCTGGTGTCTCCTTCATT  
35290 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  141387  TCTTGGCATTTGCTATCTTTTTGGAAAAAAAAATTCTCGAATTCTGGTGTCTCCTTCATT  
141328 
 
Query  35291   AGTAGATAAGTAGTTGATAGTAATTTCTGTGGTAGCAGCATCTACTGAAAACCCTTTGTC  
35350 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  141327  AGTAGATAAGTAGTTGATAGTAATTTCTGTGGTAGCAGCATCTACTGAAAACCCTTTGTC  
141268 
 
Query  35351   TCTCATTATTGTAAGGTATTTTATTGATCTTGCAATCTCCTTTTTTGTTAGCAAGCCTTG  
35410 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  141267  TCTCATTATTGTAAGGTATTTTATTGATCTTGCAATCTCCTTTTTTGTTAGCAAGCCTTG  
141208 
 
Query  35411   GACAAAGACATTGTAAGTGCAGTTATCTGGCAGGCAGCCATTCTCTTCCATATTTATCAG  
35470 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  141207  GACAAAGACATTGTAAGTGCAGTTATCTGGCAGGCAGCCATTCTCTTCCATATTTATCAG  
141148 
 
Query  35471   TAAGTCTTCAGCTTTATCCAACGAGCCTTGTTTACAGAGACCCTTAATCATAATGGTATA  
35530 
               ||||||||||||||||||||| |||||||||||||||||||||||||||||||||||||| 
Sbjct  141147  TAAGTCTTCAGCTTTATCCAATGAGCCTTGTTTACAGAGACCCTTAATCATAATGGTATA  
141088 
 
Query  35531   AGTATAAACGTTAATTTGCAAACCTTTACCAGGCAAACTAGAAAAGAGTTCCCATGCAGC  
35590 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  141087  AGTATAAACGTTAATTTGCAAACCTTTACCAGGCAAACTAGAAAAGAGTTCCCATGCAGC  
141028 
 
Query  35591   ATTCAGTTTTCCAGCACTGCACATTCCGTCAAGCAAAATACTATAAATTACAATATTAAG  
35650 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
106 
 
Sbjct  141027  ATTCAGTTTTCCAGCACTGCACATTCCGTCAAGCAAAATACTATAAATTACAATATTAAG  
140968 
 
Query  35651   ATCCAAATTACTCTTCTCCATTGCCTCAGCCAACGACACTGCCTCAGAAAGAAGATTTCC  
35710 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  140967  ATCCAAATTACTCTTCTCCATTGCCTCAGCCAACGACACTGCCTCAGAAAGAAGATTTCC  
140908 
 
Query  35711   TTTACATAGGCCATCCAATATAACAGCACAAGTCTGGAGATTGGGAACTTGACCATATTT  
35770 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  140907  TTTACATAGGCCATCCAATATAACAGCACAAGTCTGGAGATTGGGAACTTGACCATATTT  
140848 
 
Query  35771   GTGCATATTGAGAAACAGTTCTTTTGCAGCTAATGGTCTACCTGCTTGACAAAACCCACC  
35830 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  140847  GTGCATATTGAGAAACAGTTCTTTTGCAGCTAATGGTCTACCTGCTTGACAAAACCCACC  
140788 
 
Query  35831   TATAAGAGTGGTCCAAGTGACAACATCAGGAACAAATCCCATCTTAGCCATTTCCTCCAA  
35890 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  140787  TATAAGAGTGGTCCAAGTGACAACATCAGGAACAAATCCCATCTTAGCCATTTCCTCCAA  
140728 
 
Query  35891   CAGATGCATAACCTTATTAATGTTTTTGTCCTTACACCATCCGTGGATAAGTGAAGTAAA  
35950 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  140727  CAGATGCATAACCTTATTAATGTTTTTGTCCTTACACCATCCGTGGATAAGTGAAGTAAA  
140668 
 
Query  35951   AACCACAATGTCTGGTAAACAGCCCCTGCTAACCATTAAATGAAACACTCTCATGGCCTC  
36010 
               |||||||||||| ||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  140667  AACCACAATGTCCGGTAAACAGCCCCTGCTAACCATTAAATGAAACACTCTCATGGCCTC  
140608 
 
Query  36011   ATTCATTTTATTTTGCAAACAATATATATGAATCAACGAATTATAGGTGAAGACATCCGG  
36070 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  140607  ATTCATTTTATTTTGCAAACAATATATATGAATCAACGAATTATAGGTGAAGACATCCGG  
140548 
 
Query  36071   CCCTTCCCCCGTCAGAATCATAAACCCAATCACACTTTTAGCCTGCATCACTTTTCCTTC  
36130 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  140547  CCCTTCCCCCGTCAGAATCATAAACCCAATCACACTTTTAGCCTGCATCACTTTTCCTTC  
140488 
 
Query  36131   TTTGCAGAAAGCATCCACTAAAATATTGAGAGTCTGCAAATCCAGCCTCATTCCCATTTT  
36190 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  140487  TTTGCAGAAAGCATCCACTAAAATATTGAGAGTCTGCAAATCCAGCCTCATTCCCATTTT  
140428 
 
107 
 
Query  36191   TATCATCTCATCCAGCAGAGAACCAGTCTCTTTCCACCTTCCAAAATTGCAAAGACCTTG  
36250 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  140427  TATCATCTCATCCAGCAGAGAACCAGTCTCTTTCCACCTTCCAAAATTGCAAAGACCTTG  
140368 
 
Query  36251   AATCAAGCAAGCGTAAGTGACAAGATTAGGTCGAACACCTTTGCCACTCATTTCCGAGCA  
36310 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  140367  AATCAAGCAAGCGTAAGTGACAAGATTAGGTCGAACACCTTTGCCACTCATTTCCGAGCA  
140308 
 
Query  36311   CAAATTCAACGCTTCAGATACCAATCCATCCTTGCACAAACCATCCATAATTGTGCTGTA  
36370 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  140307  CAAATTCAACGCTTCAGATACCAATCCATCCTTGCACAAACCATCCATAATTGTGCTGTA  
140248 
 
Query  36371   AACTACCACATTAGGTTTCCAATTCCTTTCCTCCATCTTTCTTAGCCACTCAACCGCCGC  
36430 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  140247  AACTACCACATTAGGTTTCCAATTCCTTTCCTCCATCTTTCTTAGCCACTCAACCGCCGC  
140188 
 
Query  36431   CAAAGTGTCTCCCGTCTTACACAACCCATTAATCAACACCCCGTACGTGTAAACATCCAA  
36490 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  140187  CAAAGTGTCTCCCGTCTTACACAACCCATTAATCAACACCCCGTACGTGTAAACATCCAA  
140128 
 
Query  36491   TGGATACCTCATTTTCTCCATATGATCAACCAGCCCGACTGCCTGAGCCACATTGCCCTG  
36550 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  140127  TGGATACCTCATTTTCTCCATATGATCAACCAGCCCGACTGCCTGAGCCACATTGCCCTG  
140068 
 
Query  36551   CACGCAAAGCCCGTTAATGAGAGCGGTGAGAGTCATCACAGTGGGCTCCAAACCAAGTTT  
36610 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  140067  CACGCAAAGCCCGTTAATGAGAGCGGTGAGAGTCATCACAGTGGGCTCCAAACCAAGTTT  
140008 
 
Query  36611   GAACATAGTCCCCAACACAGAGAACCCAAAAGCAACCAACTTCAAACGGCAGAGACAATT  
36670 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  140007  GAACATAGTCCCCAACACAGAGAACCCAAAAGCAACCAACTTCAAACGGCAGAGACAATT  
139948 
 
Query  36671   GATCACAATATTAAGAGTAATGGTATCAGCTTCTATGCCTAGAGAAGAAAAGATGTGCTT  
36730 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  139947  GATCACAATATTAAGAGTAATGGTATCAGCTTCTATGCCTAGAGAAGAAAAGATGTGCTT  
139888 
 
Query  36731   AACTAAAGATATGGCAGTGGTGTAGTGCTTCAACCTCACAATAACACCCAACAACAAAGT  
36790 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
108 
 
Sbjct  139887  AACTAAAGATATGGCAGTGGTGTAGTGCTTCAACCTCACAATAACACCCAACAACAAAGT  
139828 
 
Query  36791   AAAGTCCTTCACAGAAGGCAAAGGCTTCATGCTAGCCATGCCTTGGAACAAGTCCAAAGC  
36850 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  139827  AAAGTCCTTCACAGAAGGCAAAGGCTTCATGCTAGCCATGCCTTGGAACAAGTCCAAAGC  
139768 
 
Query  36851   TTCATCAATGTTCTTCACTTTACCTGACTTGCATAGGTTTCTCATGGAAATCAAGAACTG  
36910 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  139767  TTCATCAATGTTCTTCACTTTACCTGACTTGCATAGGTTTCTCATGGAAATCAAGAACTG  
139708 
 
Query  36911   GGTTCCGTTGCTATGGCTATCGGTGTCATAAGTGTTTGTGGAGCAATGACAGTGCTTTGa  
36970 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  139707  GGTTCCGTTGCTATGGCTATCGGTGTCATAAGTGTTTGTGGAGCAATGACAGTGCTTTGA  
139648 
 
Query  36971   aaaaaaCAGAGAAAACGAAGGAGAGCGGATGGAAAGGGAACGAGAGAAAGTACCCATCAT  
37030 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  139647  AAAAAACAGAGAAAACGAAGGAGAGCGGATGGAAAGGGAACGAGAGAAAGTACCCATCAT  
139588 
 
Query  37031   GTGATGAAGACGACGAAAACGAGAGAAAGAGGGTATTCTTCGAAGCATTAAAAACTAAAT  
37090 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  139587  GTGATGAAGACGACGAAAACGAGAGAAAGAGGGTATTCTTCGAAGCATTAAAAACTAAAT  
139528 
 
Query  37091   CTTTTGCTTCCGAACAACATCAGTGTCGGAAACTGCTTATGGTTGCAGAATCTGGCGAGG  
37150 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  139527  CTTTTGCTTCCGAACAACATCAGTGTCGGAAACTGCTTATGGTTGCAGAATCTGGCGAGG  
139468 
 
Query  37151   GTTCAGGAttttttttGTCAGGAGAGGGTTTAGGAACAAGCTACAATATTATTATTATCA  
37210 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  139467  GTTCAGGATTTTTTTTGTCAGGAGAGGGTTTAGGAACAAGCTACAATATTATTATTATCA  
139408 
 
Query  37211   TCTATATTTATTAATAATGACAACTAGTTGCTGTATAAtttttttATTCATAAATTATta  
37270 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  139407  TCTATATTTATTAATAATGACAACTAGTTGCTGTATAATTTTTTTATTCATAAATTATTA  
139348 
 
Query  37271   ----tatatatatatatatatatatatatatatatatatatatataACACCTGTAAAATG  
37326 
                   ||||||||||||||||||||||||||||||||||||||||||  |||| ||||||| 
Sbjct  139347  TTATTATATATATATATATATATATATATATATATATATATATATATAACCTTTAAAATG  
139288 
 
109 
 
Query  37327   TAACCGATGCGAAAGTTGTAACTTAGGAAACttaaatgtattttatcttatatatacaat  
37386 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  139287  TAACCGATGCGAAAGTTGTAACTTAGGAAACTTAAATGTATTTTATCTTATATATACAAT  
139228 
 
Query  37387   tccaaaatataaaatttaaatatctttataataataataataataaattttaaattattt  
37446 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  139227  TCCAAAATATAAAATTTAAATATCTTTATAATAATAATAATAATAAATTTTAAATTATTT  
139168 
 
Query  37447   ttagtttagtataaaaaaattagttttaataaataTGATATTCGTTCAatttttttatta  
37506 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||| | 
Sbjct  139167  TTAGTTTAGTATAAAAAAATTAGTTTTAATAAATATGATATTCGTTCAATTTTTTTATGA  
139108 
 
Query  37507   gcattagtgtatatatatttaattttaagaaatttattattattattatttaATGAAAAC  
37566 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  139107  GCATTAGTGTATATATATTTAATTTTAAGAAATTTATTATTATTATTATTTAATGAAAAC  
139048 
 
Query  37567   ATAATATTCGTATAAAGATGTCATTTACATACTCataaaaacaaaaataaatactataga  
37626 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  139047  ATAATATTCGTATAAAGATGTCATTTACATACTCATAAAAACAAAAATAAATACTATAGA  
138988 
 
Query  37627   aagtaaatcaaataaaaGTTCACAGAACAAGCTGGGGTGGGGCGACGCGCTGCCTGGAAC  
37686 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  138987  AAGTAAATCAAATAAAAGTTCACAGAACAAGCTGGGGTGGGGCGACGCGCTGCCTGGAAC  
138928 
 
Query  37687   GGGACAGAGACAGAGAGGGTTCCTTCCGGTCGCTGTAATTGTAAGTCCTTCAAACTTTTC  
37746 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  138927  GGGACAGAGACAGAGAGGGTTCCTTCCGGTCGCTGTAATTGTAAGTCCTTCAAACTTTTC  
138868 
 
Query  37747   TTCTATTCTCTCTAACAATTCAAGTGTTAGTGTTTCGAACACAAACCCTTCCAATGTTTC  
37806 
               ||||||||||||||||||||||||||||||||||| |||||||||||||||||||||||| 
Sbjct  138867  TTCTATTCTCTCTAACAATTCAAGTGTTAGTGTTTGGAACACAAACCCTTCCAATGTTTC  
138808 
 
Query  37807   GCATATCAAAATTTATCATTCACTATTGATCTTTCTGTGTTTCTTGATTCATTTATTTAT  
37866 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  138807  GCATATCAAAATTTATCATTCACTATTGATCTTTCTGTGTTTCTTGATTCATTTATTTAT  
138748 
 
Query  37867   TTTCTTGCTATTTAATCTGGAATCTTCTGTTTCTTTGCTGTGTAAACAAACATTTTACCG  
37926 
               |||||||||||||||||||||||||||||||||| ||||||||||||||||||||||||| 
110 
 
Sbjct  138747  TTTCTTGCTATTTAATCTGGAATCTTCTGTTTCTGTGCTGTGTAAACAAACATTTTACCG  
138688 
 
Query  37927   ATTTACTATGCATCTGTGCAATATAGGGTTTGGCGTTCAATTGAGGAAGAACAATGTCGG  
37986 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  138687  ATTTACTATGCATCTGTGCAATATAGGGTTTGGCGTTCAATTGAGGAAGAACAATGTCGG  
138628 
 
Query  37987   TGACAGCGGGTGTTAGTGATACTGTAATAGCCATTAGGGATAAGCTCAGAGGTAAAATTG  
38046 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  138627  TGACAGCGGGTGTTAGTGATACTGTAATAGCCATTAGGGATAAGCTCAGAGGTAAAATTG  
138568 
 
Query  38047   GCCAAACTAAAGTTAAGCGTTATTGGCCCGGTAAAGTTCCTGAATGGGCTGATGATGAGA  
38106 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  138567  GCCAAACTAAAGTTAAGCGTTATTGGCCCGGTAAAGTTCCTGAATGGGCTGATGATGAGA  
138508 
 
Query  38107   ACGAAGAAGATGCTGCCCCTGCCGATATTAGACCCTCCAGGGAAGCTGCCTTGGAGAAAG  
38166 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  138507  ACGAAGAAGATGCTGCCCCTGCCGATATTAGACCCTCCAGGGAAGCTGCCTTGGAGAAAG  
138448 
 
Query  38167   CCTTTCCTCGTCACGAAGAAGACGCTGCTATTGTCAGAAAAGACGATCGTAGGCTCCGCC  
38226 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  138447  CCTTTCCTCGTCACGAAGAAGACGCTGCTATTGTCAGAAAAGACGATCGTAGGCTCCGCC  
138388 
 
Query  38227   GTTTGGCCGAGAGCCGGATAGATAACCGTGAGGAGGTCCGGGCTGATCATCGCCGCATTC  
38286 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  138387  GTTTGGCCGAGAGCCGGATAGATAACCGTGAGGAGGTCCGGGCTGATCATCGCCGCATTC  
138328 
 
Query  38287   GCCAGGCTGAGATTGTTTCCACCATTGAAGAGGAGGCCAGGAGGCAGGAATGGTTGGAGT  
38346 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  138327  GCCAGGCTGAGATTGTTTCCACCATTGAAGAGGAGGCCAGGAGGCAGGAATGGTTGGAGT  
138268 
 
Query  38347   TCGAAGAAGAAGATGAGAATGCTTTGGCGGAAAGAAGGAGGCTGATTAaagagaagttgc  
38406 
               |||||||||||||||||||||||||||| ||||||||||||||||||||||||||||||| 
Sbjct  138267  TCGAAGAAGAAGATGAGAATGCTTTGGCAGAAAGAAGGAGGCTGATTAAAGAGAAGTTGC  
138208 
 
Query  38407   ttcagagagagcaggaagaggcacttcctgaggaagaggaagaggaggaagaggaagagg  
38466 
               ||||||||||||||||||||||||||||| |||||||||||||||||||||| ||||||| 
Sbjct  138207  TTCAGAGAGAGCAGGAAGAGGCACTTCCTCAGGAAGAGGAAGAGGAGGAAGAAGAAGAGG  
138148 
 
111 
 
Query  38467   aggaggaggaggaaTCTGAGTATGAGACTGACTCTGATGAGGAATATACGGGAGTGGCTA  
38526 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  138147  AGGAGGAGGAGGAATCTGAGTATGAGACTGACTCTGATGAGGAATATACGGGAGTGGCTA  
138088 
 
Query  38527   TGGTGAAGCCTGTGTTTGTTCCCAAGTCTGAGAGAGATACCATTGCGGAGCGTGAGCGTC  
38586 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  138087  TGGTGAAGCCTGTGTTTGTTCCCAAGTCTGAGAGAGATACCATTGCGGAGCGTGAGCGTC  
138028 
 
Query  38587   Ttgaggctgaggagctggcttttgaggagaaaaggaaaaggagattggaggaaaggagga  
38646 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  138027  TTGAGGCTGAGGAGCTGGCTTTTGAGGAGAAAAGGAAAAGGAGATTGGAGGAAAGGAGGA  
137968 
 
Query  38647   ttgagACGAAGCAGATTGTTGTTGAGGAGATCCGGAAGGATGAAGAAATCCAGAAAAACT  
38706 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  137967  TTGAGACGAAGCAGATTGTTGTTGAGGAGATCCGGAAGGATGAAGAAATCCAGAAAAACT  
137908 
 
Query  38707   TGGAAATGGAGGCCAACATTGCTGATGTCGATACAGATGATGAAGTTAATGAGGCAGATG  
38766 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  137907  TGGAAATGGAGGCCAACATTGCTGATGTCGATACAGATGATGAAGTTAATGAGGCAGATG  
137848 
 
Query  38767   AATATGAAGCTTGGAAAGTGAGAGAGATTGGTAGGATCAAGAGGGATAGGGAGGATCGGG  
38826 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  137847  AATATGAAGCTTGGAAAGTGAGAGAGATTGGTAGGATCAAGAGGGATAGGGAGGATCGGG  
137788 
 
Query  38827   AGGCAATGTTGAAGGAAaaggaagagattgagaaggtgagaaacatgacagaggaagaga  
38886 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  137787  AGGCAATGTTGAAGGAAAAGGAAGAGATTGAGAAGGTGAGAAACATGACAGAGGAAGAGA  
137728 
 
Query  38887   ggagggagtgggaaaggaggaaTCCCAAACCTGCTCCACCACCAAAGCAGAAATGGAGAT  
38946 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  137727  GGAGGGAGTGGGAAAGGAGGAATCCCAAACCTGCTCCACCACCAAAGCAGAAATGGAGAT  
137668 
 
Query  38947   TTATGCAGAAATACTATCACAAAGGTGCTTTCTTCCAGAATGAATCTGATGACCGAGCTG  
39006 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  137667  TTATGCAGAAATACTATCACAAAGGTGCTTTCTTCCAGAATGAATCTGATGACCGAGCTG  
137608 
 
Query  39007   CCACCGTTGGATCTGATGGTATTTTCGCTCGTGATTTCTCTGCCCCAACTGGGGAGGATA  
39066 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
112 
 
Sbjct  137607  CCACCGTTGGATCTGATGGTATTTTCGCTCGTGATTTCTCTGCCCCAACTGGGGAGGATA  
137548 
 
Query  39067   AAATGGACAAGACAATATTACCAAAGGTTATGCAAGTTAAGCACTTTGGTCGTAGTGGAA  
39126 
               ||||||||||||||||||| |||||||||||||||||||||||||||||||||||||||| 
Sbjct  137547  AAATGGACAAGACAATATTGCCAAAGGTTATGCAAGTTAAGCACTTTGGTCGTAGTGGAA  
137488 
 
Query  39127   GAACCAAGTGGACCCATCTTGTCAATGAGGATACTACTGATTGGAATAACCCGTAAGTTC  
39186 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  137487  GAACCAAGTGGACCCATCTTGTCAATGAGGATACTACTGATTGGAATAACCCGTAAGTTC  
137428 
 
Query  39187   AATTTCTCCTATGTTCTATATCTTTCGGTTTCAAGAATAGTGGTAGATTGTTTATTCTAT  
39246 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  137427  AATTTCTCCTATGTTCTATATCTTTCGGTTTCAAGAATAGTGGTAGATTGTTTATTCTAT  
137368 
 
Query  39247   TCTTTGGTATTAGTTTTTTGTTGTTTTATCCTGAGaaaaaaaTATGGCATATCTGTTCAC  
39306 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  137367  TCTTTGGTATTAGTTTTTTGTTGTTTTATCCTGAGAAAAAAATATGGCATATCTGTTCAC  
137308 
 
Query  39307   ATTTACTTATGAAGTTCATCTGCTATGGCACTGGTCCAAAATGATCTCGGATTCATGTGA  
39366 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  137307  ATTTACTTATGAAGTTCATCTGCTATGGCACTGGTCCAAAATGATCTCGGATTCATGTGA  
137248 
 
Query  39367   TGATATTGAGATGCTCATGTCAATAGTGAAATGTTCATTTAAGATTTCTTTTTCTCTTGT  
39426 
               ||||||||||||||||||| |||||||||||||||||||||||||||||||||||||||| 
Sbjct  137247  TGATATTGAGATGCTCATGCCAATAGTGAAATGTTCATTTAAGATTTCTTTTTCTCTTGT  
137188 
 
Query  39427   TATCTAAAAAATTTTCTGCTATTAGTCATCAGAAGAGTGAAATGAGAGTTTTTATGAAGA  
39486 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  137187  TATCTAAAAAATTTTCTGCTATTAGTCATCAGAAGAGTGAAATGAGAGTTTTTATGAAGA  
137128 
 
Query  39487   ATGGTTTTGTGATGGAGGCCTCAAGACCCAAGATCACAAAATAAGGTGTATGTAAGGATA  
39546 
               |||||||| ||||||||||| |||| |||||||||||||||||||||||||||||||||| 
Sbjct  137127  ATGGTTTTCTGATGGAGGCCCCAAGGCCCAAGATCACAAAATAAGGTGTATGTAAGGATA  
137068 
 
Query  39547   GGCAAAAGGTTCACTTGATCAATTTTAGGAGAGAGATATAACCAACTGTCAACCCTGTAG  
39606 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  137067  GGCAAAAGGTTCACTTGATCAATTTTAGGAGAGAGATATAACCAACTGTCAACCCTGTAG  
137008 
 
113 
 
Query  39607   CAGAGCATGGGAGGAGTGCATGTGGGCTTGTTGTAAGAAGACAGAGAACATTAGCCCGAG  
39666 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  137007  CAGAGCATGGGAGGAGTGCATGTGGGCTTGTTGTAAGAAGACAGAGAACATTAGCCCGAG  
136948 
 
Query  39667   AAGGGTGTGTACAAGGTAGGGTGGAATTAGGCTTGGGCTGGGAGAAACCAGACACTCTCA  
39726 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  136947  AAGGGTGTGTACAAGGTAGGGTGGAATTAGGCTTGGGCTGGGAGAAACCAGACACTCTCA  
136888 
 
Query  39727   TAACTGTCTAGGAATCTTTTTCATTTTGTACCATTATACACAGAAGATACCAGGATCTGA  
39786 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  136887  TAACTGTCTAGGAATCTTTTTCATTTTGTACCATTATACACAGAAGATACCAGGATCTGA  
136828 
 
Query  39787   ACTCCCTTGATGAAGACCTGTTACTGGAATACAAATATTTCTATGCTTAATTTCTTCATT  
39846 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  136827  ACTCCCTTGATGAAGACCTGTTACTGGAATACAAATATTTCTATGCTTAATTTCTTCATT  
136768 
 
Query  39847   TTAGTCTTTCTAGCTTGCTGGTACCCTATCATTTTGCTTATTTAGGAATTTGATTGTGGG  
39906 
               ||||||||||||||||||||||| |||||||||||||||||||||||||||||||||||| 
Sbjct  136767  TTAGTCTTTCTAGCTTGCTGGTA-CCTATCATTTTGCTTATTTAGGAATTTGATTGTGGG  
136709 
 
Query  39907   TGAGATTGAGGTTCAAGAGGGAGAGTTGATTGGAAGGAATATAGTTAAAAGACATATTTC  
39966 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  136708  TGAGATTGAGGTTCAAGAGGGAGAGTTGATTGGAAGGAATATAGTTAAAAGACATATTTC  
136649 
 
Query  39967   ATTTAGAGTAAGCATAATTATGCCATCTCACAAATCTTATTTTAtttttttGGCATTCAT  
40026 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  136648  ATTTAGAGTAAGCATAATTATGCCATCTCACAAATCTTATTTTATTTTTTTGGCATTCAT  
136589 
 
Query  40027   TTTGTAGAAATATGTACTTGGCTTGAAGTTTATTGTTTACAACGTTCTTAGTTTGTCAAC  
40086 
               ||||||||||||||||||||||||||||||||||||||||| |||||||||||||||||| 
Sbjct  136588  TTTGTAGAAATATGTACTTGGCTTGAAGTTTATTGTTTACAGCGTTCTTAGTTTGTCAAC  
136529 
 
Query  40087   TTTACCCTGACTCCCTTGACTTCTATGTGAATTTAGCTGGACAGTAAGAAGGGATCATAT  
40146 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  136528  TTTACCCTGACTCCCTTGACTTCTATGTGAATTTAGCTGGACAGTAAGAAGGGATCATAT  
136469 
 
Query  40147   TGCATGTCACAACTCACAATTTAAATGAGTTGTTTATTAGCAGCCCTTGATATGGTTTGA  
40206 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
114 
 
Sbjct  136468  TGCATGTCACAACTCACAATTTAAATGAGTTGTTTATTAGCAGCCCTTGATATGGTTTGA  
136409 
 
Query  40207   GATCTTGACAAAAGTGCATGCTCATGAGTTATGCTCATCTGTTTTCATAGTACTTTTGGG  
40266 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  136408  GATCTTGACAAAAGTGCATGCTCATGAGTTATGCTCATCTGTTTTCATAGTACTTTTGGG  
136349 
 
Query  40267   TTTCACGTTTTATCATTTGCTTGCTTGTAATTTTGTGAAGTTAAAAGAGAGTATTACATA  
40326 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  136348  TTTCACGTTTTATCATTTGCTTGCTTGTAATTTTGTGAAGTTAAAAGAGAGTATTACATA  
136289 
 
Query  40327   ACATTTAAAAATTATGATTCTATACTAATTTCTAGATTAAGGTTTATTCTCTGTTCTGAG  
40386 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  136288  ACATTTAAAAATTATGATTCTATACTAATTTCTAGATTAAGGTTTATTCTCTGTTCTGAG  
136229 
 
Query  40387   AATATCTGAAATGCTACATTTATTATCTACAGAGTCCTGAATCTGTTTATGTTTTCAATG  
40446 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  136228  AATATCTGAAATGCTACATTTATTATCTACAGAGTCCTGAATCTGTTTATGTTTTCAATG  
136169 
 
Query  40447   TTGATGTAACATGTTAGACTGATTCTGCCACACTTCTGATTTTATGACATTAAAAGGAGT  
40506 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  136168  TTGATGTAACATGTTAGACTGATTCTGCCACACTTCTGATTTTATGACATTAAAAGGAGT  
136109 
 
Query  40507   CTACACAAttttttttATCACACCAGATTTCTATACTAATTTCTAGATTAAGGAGTCTAC  
40566 
               ||||||||||||||||||||||||||| |||||||||||||||||||||||||||||||| 
Sbjct  136108  CTACACAATTTTTTTTATCACACCAGAATTCTATACTAATTTCTAGATTAAGGAGTCTAC  
136049 
 
Query  40567   TCTCTTTTATGACATTAAAAGAGAGTATTACATAACATTTAAAAATTATGATTCTATACT  
40626 
               ||| |||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  136048  TCTTTTTTATGACATTAAAAGAGAGTATTACATAACATTTAAAAATTATGATTCTATACT  
135989 
 
Query  40627   AATTTCTAGATTAAGGTTTATTCTCTGTTCTGAGAATATCTGAAATGCTACATTTATTAT  
40686 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  135988  AATTTCTAGATTAAGGTTTATTCTCTGTTCTGAGAATATCTGAAATGCTACATTTATTAT  
135929 
 
Query  40687   CTACAGAGTCCTGAATCTGTTTATGTTTTCAATGTTGATGTAACATGTTAGACTGATTCT  
40746 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  135928  CTACAGAGTCCTGAATCTGTTTATGTTTTCAATGTTGATGTAACATGTTAGACTGATTCT  
135869 
 
115 
 
Query  40747   GCCACACTTCTGATTTTATGACATTAAAAGGAGTCTACACAAttttttttATCACACCAG  
40806 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  135868  GCCACACTTCTGATTTTATGACATTAAAAGGAGTCTACACAATTTTTTTTATCACACCAG  
135809 
 
Query  40807   AATT  40810 
               |||| 
Sbjct  135808  AATT  135805 
 
 
Range 2: 81274 to 103461Graphics Next Match Previous Match First Match  
Alignment statistics for match #2 
Score Expect Identities Gaps Strand 
38669 bits(42884) 0.0 21947/22270(99%) 189/22270(0%) Plus/Minus 
Query  71899   TGACTTTACTTAAAATTAAATAACTCATATAAGCACTCGCATCGAAAATACTCCCCATCA  
71958 
               |||||||| ||||||||||||||||||||| |||| ||||||||||||| ||| | |||| 
Sbjct  103461  TGACTTTATTTAAAATTAAATAACTCATATGAGCATTCGCATCGAAAATGCTCTCGATCA  
103402 
 
Query  71959   AACAATAGAATTATTGCTTCTaaaaagaaaaaa-------aaaaCAAGTGAATCATTGAA  
72011 
               || ||| ||||||||||||||||||||||||||       |||||||||||||||||||| 
Sbjct  103401  AATAATGGAATTATTGCTTCTAAAAAGAAAAAAGAAGGAAAAAACAAGTGAATCATTGAA  
103342 
 
Query  72012   AATATATAATTTATGGTCATTAGTCAAAAAATTAATGACTTCTAAATCAAAATTTGAACA  
72071 
               |||||||||||||||||||||||| ||||||||||||||||||||||||||||||||||| 
Sbjct  103341  AATATATAATTTATGGTCATTAGTAAAAAAATTAATGACTTCTAAATCAAAATTTGAACA  
103282 
 
Query  72072   ACTCTAAAATCTTATTGCCGGGAAAATGAATATGGCATCTGCAATATAAGCTCTAGCCAG  
72131 
               |||||||||  ||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  103281  ACTCTAAAAA-TTATTGCCGGGAAAATGAATATGGCATCTGCAATATAAGCTCTAGCCAG  
103223 
 
Query  72132   CAACAACGTGTCGTTCACGTTTAAGAGCTTTGTTCTATTCACTCTCTAGATGTAGTTATT  
72191 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  103222  CAACAACGTGTCGTTCACGTTTAAGAGCTTTGTTCTATTCACTCTCTAGATGTAGTTATT  
103163 
 
Query  72192   GTATGGCTCTTGCTTGTGTCTGGCAGAGATGAAGCAGCTGAAATTTTTACCCACCATCGT  
72251 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  103162  GTATGGCTCTTGCTTGTGTCTGGCAGAGATGAAGCAGCTGAAATTTTTACCCACCATCGT  
103103 
 
Query  72252   ATTATTCCTTGATTGATATCATTAGCGGTCGTTAATAGTATACCAATTAACTTATGCTAT  
72311 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
116 
 
Sbjct  103102  ATTATTCCTTGATTGATATCATTAGCGGTCGTTAATAGTATACCAATTAACTTATGCTAT  
103043 
 
Query  72312   GATAACAATACACTAAGCGGTGATATTAAAAGAGTCAAACTCTATTTTATATGGTGAAAC  
72371 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  103042  GATAACAATACACTAAGCGGTGATATTAAAAGAGTCAAACTCTATTTTATATGGTGAAAC  
102983 
 
Query  72372   AGGGAACATAGTCCATCCAATAATATCTT-----------------GTTACCTACTAAGT  
72414 
               ||||| |||||||||||||||||||||||                 ||| |||||||||| 
Sbjct  102982  AGGGAGCATAGTCCATCCAATAATATCTTCCTGAGTGAGCCATCTTGTTGCCTACTAAGT  
102923 
 
Query  72415   ACTAATTGCAATTGAAATTTGGAGGATCCATCGATCCTCCACTGACCCTAAGCACATGAC  
72474 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  102922  ACTAATTGCAATTGAAATTTGGAGGATCCATCGATCCTCCACTGACCCTAAGCACATGAC  
102863 
 
Query  72475   ATTCCACACTTGTTATGTAACCTGATGTTCACGTTCTTATAAAAAACCAGCAGGCACAAT  
72534 
               |||||||||||||| ||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  102862  ATTCCACACTTGTTGTGTAACCTGATGTTCACGTTCTTATAAAAAACCAGCAGGCACAAT  
102803 
 
Query  72535   AAATTAAACGGTAACCAACTAATCTAACAATTGGAATTTTCCTACTTACGAATTCTTTTT  
72594 
               |||||||| |||||||||||||||||||||||||||||||||||||||||||||||     
Sbjct  102802  AAATTAAAAGGTAACCAACTAATCTAACAATTGGAATTTTCCTACTTACGAATTCT----  
102747 
 
Query  72595   CTGGTCAATTCTCTTTCATATAATTGAATCTCTATTATCATTGCCAATTCAATTATTTTC  
72654 
                           |||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  102746  ------------CTTTCATATAATTGAATCTCTATTATCATTGCCAATTCAATTATTTTC  
102699 
 
Query  72655   AACTGCTCAATCTGCCCTATATTTTTGGCAATAGGTATAAAACGCATCTAGAATGTGGTG  
72714 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  102698  AACTGCTCAATCTGCCCTATATTTTTGGCAATAGGTATAAAACGCATCTAGAATGTGGTG  
102639 
 
Query  72715   GGCAACTTAACATGGATACGGCATACGTAACCACAATAAAGAAAACATGAATCAGTACCC  
72774 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  102638  GGCAACTTAACATGGATACGGCATACGTAACCACAATAAAGAAAACATGAATCAGTACCC  
102579 
 
Query  72775   ATAACCATTAGCATGTGCTTTGTTGCGAAAGTTATATATCCATCTGCTGAGCTTTGAATC  
72834 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  102578  ATAACCATTAGCATGTGCTTTGTTGCGAAAGTTATATATCCATCTGCTGAGCTTTGAATC  
102519 
 
117 
 
Query  72835   CCCATATGTGCGGTCACGTATTGTATAGGCTCATCGTGTGAAATTAAAATCATCCCATCA  
72894 
               ||||||||||||||||||||||||||||||||||||||||||||||||| |||||||||| 
Sbjct  102518  CCCATATGTGCGGTCACGTATTGTATAGGCTCATCGTGTGAAATTAAAACCATCCCATCA  
102459 
 
Query  72895   CCAACCCAAATTTTAAGATTACGTATCCATTTTCAAAAAATTAAATTTATTCAGAACTTT  
72954 
               ||||||||||||||||||||| |||||||||||||||||||||||||||||||||||||| 
Sbjct  102458  CCAACCCAAATTTTAAGATTATGTATCCATTTTCAAAAAATTAAATTTATTCAGAACTTT  
102399 
 
Query  72955   GAATCACCACAATGTATTTATGTATTTTTaaaaaaaTTCTTTTTATTCAGTATATTTCCA  
73014 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  102398  GAATCACCACAATGTATTTATGTATTTTTAAAAAAATTCTTTTTATTCAGTATATTTCCA  
102339 
 
Query  73015   TATCTCTTTCTATCGCCACCAATTAGATGATTGTTCAAGTGGTGCTTCCTCCCCGAAAGG  
73074 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  102338  TATCTCTTTCTATCGCCACCAATTAGATGATTGTTCAAGTGGTGCTTCCTCCCCGAAAGG  
102279 
 
Query  73075   TAAGGTAAGGATAAAAGGCTTGATTTTAGTTCCAAAATGGAGGTATAAAACCTTATCTAG  
73134 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  102278  TAAGGTAAGGATAAAAGGCTTGATTTTAGTTCCAAAATGGAGGTATAAAACCTTATCTAG  
102219 
 
Query  73135   ACTTTACCAACCATGTTAAGGATTTAAATATTGGAACTACTAGTATTTACATAAAGACTA  
73194 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  102218  ACTTTACCAACCATGTTAAGGATTTAAATATTGGAACTACTAGTATTTACATAAAGACTA  
102159 
 
Query  73195   TCTAACCACCTCATCCAACTCAATTGCTTaaaaaaaTTTGTAGATTTCGTTTCGTATATC  
73254 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  102158  TCTAACCACCTCATCCAACTCAATTGCTTAAAAAAATTTGTAGATTTCGTTTCGTATATC  
102099 
 
Query  73255   CAACAAAGTGTGTTTCAAAGTTTCCTAACTACACATCATAAATTCCGGGCAGGTGGTCTC  
73314 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  102098  CAACAAAGTGTGTTTCAAAGTTTCCTAACTACACATCATAAATTCCGGGCAGGTGGTCTC  
102039 
 
Query  73315   ATTATTCATTTGAACAGCGAACATATTGCTCCATTTATTTGTAAGGTGTCGAGTGGAAAT  
73374 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  102038  ATTATTCATTTGAACAGCGAACATATTGCTCCATTTATTTGTAAGGTGTCGAGTGGAAAT  
101979 
 
Query  73375   GATTTATACACACACTAGACCTTATAGGTGGATGGAGAGTTGACACAGATGCATAACGGG  
73434 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
118 
 
Sbjct  101978  GATTTATACACACACTAGACCTTATAGGTGGATGGAGAGTTGACACAGATGCATAACGGG  
101919 
 
Query  73435   CACAGAAGAAAGTTTATGGCACATGCGATAAATATACTTCTGATTCAAAAAGGGataaaa  
73494 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  101918  CACAGAAGAAAGTTTATGGCACATGCGATAAATATACTTCTGATTCAAAAAGGGATAAAA  
101859 
 
Query  73495   aagaatataatacaattaataaatgtatagtccttcccttcccaaaaataaaataaaata  
73554 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  101858  AAGAATATAATACAATTAATAAATGTATAGTCCTTCCCTTCCCAAAAATAAAATAAAATA  
101799 
 
Query  73555   atCATCCTCACGATCAGGTACACCGACCAATAACCATCCTTTAAAACCCATCCATCGTCT  
73614 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  101798  ATCATCCTCACGATCAGGTACACCGACCAATAACCATCCTTTAAAACCCATCCATCGTCT  
101739 
 
Query  73615   TAAAGAATCAATAAAGAACGCCAAACTAAAAGATCCAGGTTTAGTTCAGATGAGGAGATT  
73674 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  101738  TAAAGAATCAATAAAGAACGCCAAACTAAAAGATCCAGGTTTAGTTCAGATGAGGAGATT  
101679 
 
Query  73675   TTAAGAACACCATAAAAATGACATTTTGAACAATAATAAATAATTACAAAGAAATTGGCG  
73734 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  101678  TTAAGAACACCATAAAAATGACATTTTGAACAATAATAAATAATTACAAAGAAATTGGCG  
101619 
 
Query  73735   ATGCTAATAGATCAAAACAGCTTTACAACCTCTGGTTTTCTTGGGTATTCTCAACTAAAC  
73794 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  101618  ATGCTAATAGATCAAAACAGCTTTACAACCTCTGGTTTTCTTGGGTATTCTCAACTAAAC  
101559 
 
Query  73795   CTTCCACTATCATATGGACTAAGATGCCCTTGGATAGTTGTCTCGTTTATCAATTCGGTT  
73854 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  101558  CTTCCACTATCATATGGACTAAGATGCCCTTGGATAGTTGTCTCGTTTATCAATTCGGTT  
101499 
 
Query  73855   AACGGCAATCCGTTGAATCAAAGGAGTCTGCAAACCCTGCAGGTTTAGAGGAGATGCTTG  
73914 
               ||||||||||| |||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  101498  AACGGCAATCCATTGAATCAAAGGAGTCTGCAAACCCTGCAGGTTTAGAGGAGATGCTTG  
101439 
 
Query  73915   ATTGGGTTTGTGAGATGGAAATGTCATTAAATATTGAGGAAGTGCCTTCGTTGGCTTGCC  
73974 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  101438  ATTGGGTTTGTGAGATGGAAATGTCATTAAATATTGAGGAAGTGCCTTCGTTGGCTTGCC  
101379 
 
119 
 
Query  73975   ACCTTCGTAGAGCTTGAGGAAGGCTCATATGAAGGTCACCGCCAGAGCCGTCTTCCTCTT  
74034 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  101378  ACCTTCGTAGAGCTTGAGGAAGGCTCATATGAAGGTCACCGCCAGAGCCGTCTTCCTCTT  
101319 
 
Query  74035   CTTCATCATGGCTAGTAGGTTTCCATTGCTCCACAAGAGGAACCAAGACGTTCACTGCAT  
74094 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  101318  CTTCATCATGGCTAGTAGGTTTCCATTGCTCCACAAGAGGAACCAAGACGTTCACTGCAT  
101259 
 
Query  74095   GACCCATATCCGGCCTTTGGTATGGTTCGCGAGCAGTGCAATGGCCTGCCAGCTCGGCCA  
74154 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  101258  GACCCATATCCGGCCTTTGGTATGGTTCGCGAGCAGTGCAATGGCCTGCCAGCTCGGCCA  
101199 
 
Query  74155   CTGTATATATGCTTCCCATGGTTTCCTCATCTGGATTGAGAATTTGATCAATTGCCTTTG  
74214 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  101198  CTGTATATATGCTTCCCATGGTTTCCTCATCTGGATTGAGAATTTGATCAATTGCCTTTG  
101139 
 
Query  74215   GAATGTTTTCCTTGTTAATTAGTACCCTACGGAACCATGTCACCAAGTGAGACCTTTCAT  
74274 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  101138  GAATGTTTTCCTTGTTAATTAGTACCCTACGGAACCATGTCACCAAGTGAGACCTTTCAT  
101079 
 
Query  74275   CTGGCACAGTATCATCCAATGCCTTTCTACCGGTGATAAGTTCCATCAGAACTACTCCAA  
74334 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  101078  CTGGCACAGTATCATCCAATGCCTTTCTACCGGTGATAAGTTCCATCAGAACTACTCCAA  
101019 
 
Query  74335   ATGCATAAACATCCACTTTGGTTGTCACTCTTCCAGTAGCTGGTAAGAAACAGAGTAACA  
74394 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  101018  ATGCATAAACATCCACTTTGGTTGTCACTCTTCCAGTAGCTGGTAAGAAACAGAGTAACA  
100959 
 
Query  74395   TTAAATATAATCAAACAAATAGACTAGCACTAATCAAATGCCATCTAATCACATTCAATG  
74454 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  100958  TTAAATATAATCAAACAAATAGACTAGCACTAATCAAATGCCATCTAATCACATTCAATG  
100899 
 
Query  74455   CAACATTTTAGGAAGTTTTATGCTTGCAAAAGTCTTGATGCTAAATGGATAAAAACAACA  
74514 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  100898  CAACATTTTAGGAAGTTTTATGCTTGCAAAAGTCTTGATGCTAAATGGATAAAAACAACA  
100839 
 
Query  74515   CCGATCAAAATAACAGTTTTAACAAAAGATGTTTCAATGCACCGATCCAACAAGGAAATG  
74574 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
120 
 
Sbjct  100838  CCGATCAAAATAACAGTTTTAACAAAAGATGTTTCAATGCACCGATCCAACAAGGAAATG  
100779 
 
Query  74575   GGATAGAATGATAAATTCCACAACAGTGATTAGTTGCGACAGAGAACTACCACCTAAGCC  
74634 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  100778  GGATAGAATGATAAATTCCACAACAGTGATTAGTTGCGACAGAGAACTACCACCTAAGCC  
100719 
 
Query  74635   CATGACAATATACAGCAATCAAAGATTTAATGCAACCAGAGTATTCATCACATCGTAAAG  
74694 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  100718  CATGACAATATACAGCAATCAAAGATTTAATGCAACCAGAGTATTCATCACATCGTAAAG  
100659 
 
Query  74695   GATAATTGAGAGTCAGACTCTGGTAAACTGTCTAAAAATGGCTCGACATATCTTTTGAGG  
74754 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  100658  GATAATTGAGAGTCAGACTCTGGTAAACTGTCTAAAAATGGCTCGACATATCTTTTGAGG  
100599 
 
Query  74755   CATCAACCACCAAGAACTATGCAGCAAAACCCCCACCCAACTCAACAAAACACGTGAAAA  
74814 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  100598  CATCAACCACCAAGAACTATGCAGCAAAACCCCCACCCAACTCAACAAAACACGTGAAAA  
100539 
 
Query  74815   GAGCAAAATATAACATTGCAAAGAAATAGCCACAAAGAATTTTGAAGTAGCCATGTATCT  
74874 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  100538  GAGCAAAATATAACATTGCAAAGAAATAGCCACAAAGAATTTTGAAGTAGCCATGTATCT  
100479 
 
Query  74875   AGGAATTGAGTATCAATTATTTTCCCTTCAACTCTTTCTACtttttttttGTATGTGAGC  
74934 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  100478  AGGAATTGAGTATCAATTATTTTCCCTTCAACTCTTTCTACTTTTTTTTTGTATGTGAGC  
100419 
 
Query  74935   GATTACTCTGGTGAACTACTTAAATTTGCTGAACACCGAAGCATGATATTGAAGTACTAA  
74994 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||| ||| 
Sbjct  100418  GATTACTCTGGTGAACTACTTAAATTTGCTGAACACCGAAGCATGATATTGAAGTAATAA  
100359 
 
Query  74995   CCAACAGCTATAACCACCAAATACGAGCATATAAAATATGAACTTCAAAATTAAGGCACA  
75054 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  100358  CCAACAGCTATAACCACCAAATACGAGCATATAAAATATGAACTTCAAAATTAAGGCACA  
100299 
 
Query  75055   ATTGTACAAAACTAAAATCAAAGGCTTTCTGTACCTGCATACTCAGGTGCAAGATATCCA  
75114 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  100298  ATTGTACAAAACTAAAATCAAAGGCTTTCTGTACCTGCATACTCAGGTGCAAGATATCCA  
100239 
 
121 
 
Query  75115   AATGTTCCAGCCAACCGTGTCTCAACAGAATACTTCCCATCTGGTGCATTTTTAACCAAC  
75174 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  100238  AATGTTCCAGCCAACCGTGTCTCAACAGAATACTTCCCATCTGGTGCATTTTTAACCAAC  
100179 
 
Query  75175   CCAAAATCAGCAACCTTTGCTCTCATGTCATCGCCTAGTAGTATGTTTGAGGGTTTTAAG  
75234 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  100178  CCAAAATCAGCAACCTTTGCTCTCATGTCATCGCCTAGTAGTATGTTTGAGGGTTTTAAG  
100119 
 
Query  75235   TCTCTATGAATGAAGCTTTGCTGAGCTAAACTGTGCAAGTATTCCACCCCCCGCGCTACA  
75294 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  100118  TCTCTATGAATGAAGCTTTGCTGAGCTAAACTGTGCAAGTATTCCACCCCCCGCGCTACA  
100059 
 
Query  75295   TCCAAAGCTATTACTACCCTTTGCTTCCAAGTCAAAGGAGCATACCCATGCTCCTGCCAC  
75354 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  100058  TCCAAAGCTATTACTACCCTTTGCTTCCAAGTCAAAGGAGCATACCCATGCTCCTGCCAC  
99999 
 
Query  75355   TCAAACAGGTGCTGTGTTAATGTACCTTGAGGCATATACTCATACACCAAAAGCCTTTCA  
75414 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  99998   TCAAACAGGTGCTGTGTTAATGTACCTTGAGGCATATACTCATACACCAAAAGCCTTTCA  
99939 
 
Query  75415   TTGCCATTGATGCAATACCCTAGAAGAGCAACCAAATGTCTATGCCTAACTTTACTAAGA  
75474 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  99938   TTGCCATTGATGCAATACCCTAGAAGAGCAACCAAATGTCTATGCCTAACTTTACTAAGA  
99879 
 
Query  75475   AGTGCAATCTCTGCTTCGAACTCTTTCTGACCTTTGTTCCCCATTGCAACAGATTCCATC  
75534 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  99878   AGTGCAATCTCTGCTTCGAACTCTTTCTGACCTTTGTTCCCCATTGCAACAGATTCCATC  
99819 
 
Query  75535   CTCTTAACAGCAATTTTTGTTCCATCATGCAACACCCCCTTATAAACTACTCCAAACCCT  
75594 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  99818   CTCTTAACAGCAATTTTTGTTCCATCATGCAACACCCCCTTATAAACTACTCCAAACCCT  
99759 
 
Query  75595   CCCCTGCCTAAAATGTTCTCCTCGCTGAAATTATTCGTCACTTGTCGAAGAACTTGGATA  
75654 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  99758   CCCCTGCCTAAAATGTTCTCCTCGCTGAAATTATTCGTCACTTGTCGAAGAACTTGGATA  
99699 
 
Query  75655   GAAAATGTTGGACCATCTAAAGCATGAAGGTCACTGCGATCACCACTGCTCTGGCTTTGC  
75714 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
122 
 
Sbjct  99698   GAAAATGTTGGACCATCTAAAGCATGAAGGTCACTGCGATCACCACTGCTCTGGCTTTGC  
99639 
 
Query  75715   AACTCAACTGGAACACCACCATATCCATTAGAAACATGGACAGCATCAAGTTTAAAGCCT  
75774 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  99638   AACTCAACTGGAACACCACCATATCCATTAGAAACATGGACAGCATCAAGTTTAAAGCCT  
99579 
 
Query  75775   CCTTTCCCATTTTCATGACCTTTAACCCTACTGAACTTCCCCTGCAGCTTGTTGacaaaa  
75834 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  99578   CCTTTCCCATTTTCATGACCTTTAACCCTACTGAACTTCCCCTGCAGCTTGTTGACAAAA  
99519 
 
Query  75835   cacttccaagacacaaacaacaccactgcaataaaaaacaacacaataacaacTATACCA  
75894 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  99518   CACTTCCAAGACACAAACAACACCACTGCAATAAAAAACAACACAATAACAACTATACCA  
99459 
 
Query  75895   GCAATCCAACCTGGCGACACCGAAGAATTACCCTTTGAGGATTCACCACCACTTCCACCG  
75954 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  99458   GCAATCCAACCTGGCGACACCGAAGAATTACCCTTTGAGGATTCACCACCACTTCCACCG  
99399 
 
Query  75955   GTCGAAGACCCAGAAGGAGTAGTTCCACTTGGTCCACCTCCAGGACTAAGGGGTTTCCCA  
76014 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  99398   GTCGAAGACCCAGAAGGAGTAGTTCCACTTGGTCCACCTCCAGGACTAAGGGGTTTCCCA  
99339 
 
Query  76015   AGCAAAGCATTTCCCGCAGTCACCAACTTCACCTTTGGTGGGAACTTAGGAACCAATCCA  
76074 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  99338   AGCAAAGCATTTCCCGCAGTCACCAACTTCACCTTTGGTGGGAACTTAGGAACCAATCCA  
99279 
 
Query  76075   GAGAGGTTGTTGTCAGACACATCAAGAGTCTGAAGCTGAGGCAAAGTGATCAAACTATCA  
76134 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  99278   GAGAGGTTGTTGTCAGACACATCAAGAGTCTGAAGCTGAGGCAAAGTGATCAAACTATCA  
99219 
 
Query  76135   GGTATAGAACCGATCAAATTATTGCCATTGAGAAACAAAGTCCTCAAGTCAGTCAAATTG  
76194 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  99218   GGTATAGAACCGATCAAATTATTGCCATTGAGAAACAAAGTCCTCAAGTCAGTCAAATTG  
99159 
 
Query  76195   GCAAATGCAGGGGAGATGGTACCCTGCAAACCCTGTTTCTCGAAATTGACAGTAATAATC  
76254 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  99158   GCAAATGCAGGGGAGATGGTACCCTGCAAACCCTGTTTCTCGAAATTGACAGTAATAATC  
99099 
 
123 
 
Query  76255   TTTCCGGCAGCACACACAACATAGTTCCAACCATCACACGGATCATTCCCCTTCCACGAC  
76314 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  99098   TTTCCGGCAGCACACACAACATAGTTCCAACCATCACACGGATCATTCCCCTTCCACGAC  
99039 
 
Query  76315   TCTGCCAACCGAATCGGATACCCGAATGCCTCGGCAATCTGCAGCAAAACCATCACCCTG  
76374 
               |||||| ||||||| ||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  99038   TCTGCCGACCGAATTGGATACCCGAATGCCTCGGCAATCTGCAGCAAAACCATCACCCTG  
98979 
 
Query  76375   GGATCACAATTCCCAGGAGTATCAAGACAAAAACTATTAATCCCATCGAGAGTAACATTC  
76434 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  98978   GGATCACAATTCCCAGGAGTATCAAGACAAAAACTATTAATCCCATCGAGAGTAACATTC  
98919 
 
Query  76435   ACACCTTTCCCAAACACGGGCACAGGCCCCTGAAGCTCATTATTATCCAGAGAAACTTTC  
76494 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  98918   ACACCTTTCCCAAACACGGGCACAGGCCCCTGAAGCTCATTATTATCCAGAGAAACTTTC  
98859 
 
Query  76495   TTCAAACTAGGAAGACTTGTCAATGAAGCGGGAACCACACCAGTTAACTGGTTATCCCTG  
76554 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  98858   TTCAAACTAGGAAGACTTGTCAATGAAGCGGGAACCACACCAGTTAACTGGTTATCCCTG  
98799 
 
Query  76555   AGCTGCAAGTCAGACAAAGCCGTGCATTGCGATAAATCCGGAATGGAACCGGTGAACTGG  
76614 
               ||||||||||||||||||||||||||||||||||||||||| |||||||||||||||||| 
Sbjct  98798   AGCTGCAAGTCAGACAAAGCCGTGCATTGCGATAAATCCGGTATGGAACCGGTGAACTGG  
98739 
 
Query  76615   TTCTTATTGAGCCAGGACTGGTTTAATGCAGACATGTTGGAGAGGACGAGGAGGGTACCG  
76674 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  98738   TTCTTATTGAGCCAGGACTGGTTTAATGCAGACATGTTGGAGAGGACGAGGAGGGTACCG  
98679 
 
Query  76675   GACAAGCCGGCGGCCTGGTTGTTGAGCCAGAGCGTTTCGAGATTGTTGGCGGCGGAGAAA  
76734 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  98678   GACAAGCCGGCGGCCTGGTTGTTGAGCCAGAGCGTTTCGAGATTGTTGGCGGCGGAGAAA  
98619 
 
Query  76735   GAGGAGGGTAAATTGCCGGTGAGGTTGTTGTAAGAGAGGCGAAGGTGTTGAAGGGAAGGG  
76794 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  98618   GAGGAGGGTAAATTGCCGGTGAGGTTGTTGTAAGAGAGGCGAAGGTGTTGAAGGGAAGGG  
98559 
 
Query  76795   AATTTGTCGAAAATGTCCGGCAAGGGACCGGTGAGGGATACGGTGGCGAGGTCGAGGTCG  
76854 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
124 
 
Sbjct  98558   AATTTGTCGAAAATGTCCGGCAAGGGACCGGTGAGGGATACGGTGGCGAGGTCGAGGTCG  
98499 
 
Query  76855   ATTAGGTTAGAGGAGGAAGTGAGGTCGGTGGGGAAGGACCAGGGTTGGAGAGCAGGGTTG  
76914 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  98498   ATTAGGTTAGAGGAGGAAGTGAGGTCGGTGGGGAAGGACCAGGGTTGGAGAGCAGGGTTG  
98439 
 
Query  76915   GAGCCGAGGCTGAGGGTTTGGAGGGAGGTTAGGGAGGCGAAGGCGGTGGGGGACACGGAG  
76974 
               ||||||||||||||||||||||||||||||||||||||||| |||||||||||||||||| 
Sbjct  98438   GAGCCGAGGCTGAGGGTTTGGAGGGAGGTTAGGGAGGCGAAAGCGGTGGGGGACACGGAG  
98379 
 
Query  76975   GAGAAGTTGTTGCGGTTGAAGTAGACGGTTTGGAGGAAAGAAAGGTTGGAGAGAGAAGGG  
77034 
               ||||||||||||||||| |||||||||||||||||||||||||||||||||||||||||| 
Sbjct  98378   GAGAAGTTGTTGCGGTTTAAGTAGACGGTTTGGAGGAAAGAAAGGTTGGAGAGAGAAGGG  
98319 
 
Query  77035   AGGGTGCCGGTGAGGGAATTGTCTTGGAGGGAGAGAGTGCGGAGTTGAGAGAGGGAATTG  
77094 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  98318   AGGGTGCCGGTGAGGGAATTGTCTTGGAGGGAGAGAGTGCGGAGTTGAGAGAGGGAATTG  
98259 
 
Query  77095   AGATCCGAGGGGAGTGTTCCGGTGAGGGACTGCGAAGCGAGGCTTATGCTGGTCACGTGG  
77154 
               ||||||||||||||||||||||||||||| |||||||||||||||||||||||||||||| 
Sbjct  98258   AGATCCGAGGGGAGTGTTCCGGTGAGGGAATGCGAAGCGAGGCTTATGCTGGTCACGTGG  
98199 
 
Query  77155   CTGGATGAATCGCATTGGATACCCTTCCATTGGCAGAATGGGGTTGTTTCAGACCAGCCC  
77214 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  98198   CTGGATGAATCGCATTGGATACCCTTCCATTGGCAGAATGGGGTTGTTTCAGACCAGCCC  
98139 
 
Query  77215   GAGGGCGGTGGAGTGAGGGATTTGAGAAAATTCGACATCACCGCGGCGTCATCGGCGGTT  
77274 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  98138   GAGGGCGGTGGAGTGAGGGATTTGAGAAAATTCGACATCACCGCGGCGTCATCGGCGGTT  
98079 
 
Query  77275   ACTAGGGGGATCGTGAGGAGAAGGAAGAGAGAAAGTAGGGTTTTGGGGAGAGACATTAGG  
77334 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  98078   ACTAGGGGGATCGTGAGGAGAAGGAAGAGAGAAAGTAGGGTTTTGGGGAGAGACATTAGG  
98019 
 
Query  77335   GTTGGGAGAAGTGTTTGTGTgagagagagagagagagagGTGTTGAACTTGGGTTGGTGG  
77394 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  98018   GTTGGGAGAAGTGTTTGTGTGAGAGAGAGAGAGAGAGAGGTGTTGAACTTGGGTTGGTGG  
97959 
 
125 
 
Query  77395   GAAGTGTTATGGAGAAGAGAGGGAAGAAGGTTTGTAGAAGACAGTAGTAGCAAAGCTGTA  
77454 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  97958   GAAGTGTTATGGAGAAGAGAGGGAAGAAGGTTTGTAGAAGACAGTAGTAGCAAAGCTGTA  
97899 
 
Query  77455   GTAAAAGAACGGAACACGAAGAGATGGATGAGGCAGTGttttttgtttttGCTGAGAAGA  
77514 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  97898   GTAAAAGAACGGAACACGAAGAGATGGATGAGGCAGTGTTTTTTGTTTTTGCTGAGAAGA  
97839 
 
Query  77515   CGCTGTCGTGTCATACTTTGAAATCTACTTTAACCTATAAAAAATCAAATAATTACATGG  
77574 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  97838   CGCTGTCGTGTCATACTTTGAAATCTACTTTAACCTATAAAAAATCAAATAATTACATGG  
97779 
 
Query  77575   GCTAAACACAAAACAGCCTGCGTGCTAGCCAAGTTTTGGTTACTGACTTTATTAGATTGG  
77634 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  97778   GCTAAACACAAAACAGCCTGCGTGCTAGCCAAGTTTTGGTTACTGACTTTATTAGATTGG  
97719 
 
Query  77635   TTTACAGTGGCGTATGATAAAATAAAAACTCAAATATAtttttttctacaattttgtttt  
77694 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  97718   TTTACAGTGGCGTATGATAAAATAAAAACTCAAATATATTTTTTTCTACAATTTTGTTTT  
97659 
 
Query  77695   tttattttgtttttaaaaaaaaTATAAAATATAATTATTTTATTCTTCATTCATAAGACA  
77754 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  97658   TTTATTTTGTTTTTAAAAAAAATATAAAATATAATTATTTTATTCTTCATTCATAAGACA  
97599 
 
Query  77755   GGataaataataatttaaacaataaaaaaattacaaagataaaaataaaaaatactgatt  
77814 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  97598   GGATAAATAATAATTTAAACAATAAAAAAATTACAAAGATAAAAATAAAAAATACTGATT  
97539 
 
Query  77815   taaagaaatcaaaaacatatttaaacctaaaaaataatttataatGTTGTACTACTGGAT  
77874 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  97538   TAAAGAAATCAAAAACATATTTAAACCTAAAAAATAATTTATAATGTTGTACTACTGGAT  
97479 
 
Query  77875   ACAaattttcaagaaattaatattatattttttaccaatatgttaatttattaatttttg  
77934 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  97478   ACAAATTTTCAAGAAATTAATATTATATTTTTTACCAATATGTTAATTTATTAATTTTTG  
97419 
 
Query  77935   tttaaaatattaatGGAAGGAATTGAATCCATTACCTTTTCCTCCACTTTTTCCCCTTCA  
77994 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
126 
 
Sbjct  97418   TTTAAAATATTAATGGAAGGAATTGAATCCATTACCTTTTCCTCCACTTTTTCCCCTTCA  
97359 
 
Query  77995   CTCATTCCttttttttAATTGACTATATATGATAATGCAAGGTTGATTGTTTTCACTGtt  
78054 
               |||||||||||||||||||||||||||||||||||||||||||| ||||||||||||||| 
Sbjct  97358   CTCATTCCTTTTTTTTAATTGACTATATATGATAATGCAAGGTTTATTGTTTTCACTGTT  
97299 
 
Query  78055   ttttatttttaaaaataaaaataatattaaaaatttataatacatacaaattttgtttaa  
78114 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  97298   TTTTATTTTTAAAAATAAAAATAATATTAAAAATTTATAATACATACAAATTTTGTTTAA  
97239 
 
Query  78115   acaactaaattagattaaaatGTTGGTTGTTAACTGATGAAAATTTGATTTAATAATAAC  
78174 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  97238   ACAACTAAATTAGATTAAAATGTTGGTTGTTAACTGATGAAAATTTGATTTAATAATAAC  
97179 
 
Query  78175   ATATTTCCtttttttAATATATTTAACAGCTTTCTTAAGTTGGTATATTAATATGAATTA  
78234 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  97178   ATATTTCCTTTTTTTAATATATTTAACAGCTTTCTTAAGTTGGTATATTAATATGAATTA  
97119 
 
Query  78235   TTTTTTaaaaaaaGTGAACTTTTAATGCAAGAAAGAGTCTCCCCTTTGTAGTGATaaaaa  
78294 
               ||||| |||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  97118   TTTTTAAAAAAAAGTGAACTTTTAATGCAAGAAAGAGTCTCCCCTTTGTAGTGATAAAAA  
97059 
 
Query  78295   aaaaaaCTGATTGGGTGAAAAATAGGTGAGCTATGGACAAAAAAGAAAATTGATCTTTTG  
78354 
               ||||| |||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  97058   AAAAA-CTGATTGGGTGAAAAATAGGTGAGCTATGGACAAAAAAGAAAATTGATCTTTTG  
97000 
 
Query  78355   ATACAAGAAAGAGTCTTTCTTTGGTTTTTCGCTGGATATAATATTTATGTGTGCTGCCAA  
78414 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  96999   ATACAAGAAAGAGTCTTTCTTTGGTTTTTCGCTGGATATAATATTTATGTGTGCTGCCAA  
96940 
 
Query  78415   Aatatatatatatatatatatatatgtatatat---------------------------  
78447 
               ||||||||||||||||||||||||| |||||||                            
Sbjct  96939   AATATATATATATATATATATATATATATATATATATATATATATATATATATATATATA  
96880 
 
Query  78448   -------------gtatatatGTGTGTCGTACATGTTTATTTCAATGTGAAAAATATGTT  
78494 
                            ||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  96879   TATATATATGTATGTATATATGTGTGTCGTACATGTTTATTTCAATGTGAAAAATATGTT  
96820 
 
127 
 
Query  78495   ACGAAATGaaatttttatttttttaaattaattataaattatttatttcaaacaatattt  
78554 
               ||||||||||||| |||||||||| ||||||||||||||||||||||||||||||||||| 
Sbjct  96819   ACGAAATGAAATTATTATTTTTTTTAATTAATTATAAATTATTTATTTCAAACAATATTT  
96760 
 
Query  78555   aaaaataatatatctattttggtaaatgaaaaataaaatGTGAATTTGTTTATTAAGATT  
78614 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  96759   AAAAATAATATATCTATTTTGGTAAATGAAAAATAAAATGTGAATTTGTTTATTAAGATT  
96700 
 
Query  78615   AACATATTACTTGTTGAAAAAATAAAATATATTAACATTTGTAATTTGTTTGAAAAAATT  
78674 
               ||||||||| |||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  96699   AACATATTAATTGTTGAAAAAATAAAATATATTAACATTTGTAATTTGTTTGAAAAAATT  
96640 
 
Query  78675   TATCAAACACTTACCCCCTATTTGATTTGTtaaaaatatgatattagacaagataaaaaa  
78734 
               |||||||||||||| ||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  96639   TATCAAACACTTACACCCTATTTGATTTGTTAAAAATATGATATTAGACAAGATAAAAAA  
96580 
 
Query  78735   taagataggataaagataaatgacaaaatGTTTTTTATCTTATATATTATTCAACaaata  
78794 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  96579   TAAGATAGGATAAAGATAAATGACAAAATGTTTTTTATCTTATATATTATTCAACAAATA  
96520 
 
Query  78795   atgaacaatacaaataaaataataaaaaaattattaaaatacctaatattaattatgtta  
78854 
               ||||||||||||||||||||||||||||| |||||||||||||||||||||||||||||| 
Sbjct  96519   ATGAACAATACAAATAAAATAATAAAAAA-TTATTAAAATACCTAATATTAATTATGTTA  
96461 
 
Query  78855   atatGATTTACATCAAATTAAATCTGTTTACCAAAATAAAACGAGAGAAATTAGAATTAA  
78914 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  96460   ATATGATTTACATCAAATTAAATCTGTTTACCAAAATAAAACGAGAGAAATTAGAATTAA  
96401 
 
Query  78915   AAATTTGATGTTTCCTTTTTAAAAGAATTACATTGTTAAGttaatatttttggttattaa  
78974 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  96400   AAATTTGATGTTTCCTTTTTAAAAGAATTACATTGTTAAGTTAATATTTTTGGTTATTAA  
96341 
 
Query  78975   agaaatatcaatattgatatatatatactattttaatattttatatttGAAACAAAAAGT  
79034 
               |||||||||||||||||||||||||  ||||||||||||||||||||||||||||||||| 
Sbjct  96340   AGAAATATCAATATTGATATATATA--CTATTTTAATATTTTATATTTGAAACAAAAAGT  
96283 
 
Query  79035   TATCCGTGATTTTTTGAATAATaaaaaaaaaaTTTACCATATCCTAATATGTTCCATATG  
79094 
               ||||||||||||||||||||||||||||||| |||||||||||||||||||||||||||| 
128 
 
Sbjct  96282   TATCCGTGATTTTTTGAATAATAAAAAAAAATTTTACCATATCCTAATATGTTCCATATG  
96223 
 
Query  79095   TATTATAGTTTTTTGCGAATCAAACAAAACTCTTAAAGTTTGTTTGGTGGTAAGAAATGG  
79154 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  96222   TATTATAGTTTTTTGCGAATCAAACAAAACTCTTAAAGTTTGTTTGGTGGTAAGAAATGG  
96163 
 
Query  79155   ACCAGATGAGAATCATGCATTGATAGAATATGATAATTATCATATTTTGATATAATTTAT  
79214 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  96162   ACCAGATGAGAATCATGCATTGATAGAATATGATAATTATCATATTTTGATATAATTTAT  
96103 
 
Query  79215   TATTTATTGTGGCCATAGGATAGTGCTTATCCTAGCTATCATGTTAAGCTTTATATTAGT  
79274 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  96102   TATTTATTGTGGCCATAGGATAGTGCTTATCCTAGCTATCATGTTAAGCTTTATATTAGT  
96043 
 
Query  79275   ACTTCAACAAAAGAAATGTTAAGCtttatattaatttttattttatttttggttataatt  
79334 
               |||||||||||||||||||||||||||||||||||||||||||| ||||||||||||||| 
Sbjct  96042   ACTTCAACAAAAGAAATGTTAAGCTTTATATTAATTTTTATTTT-TTTTTGGTTATAATT  
95984 
 
Query  79335   ttcataaaaagttttgttgttccttctttttaagatttttcattttaatgtgttgtaaat  
79394 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  95983   TTCATAAAAAGTTTTGTTGTTCCTTCTTTTTAAGATTTTTCATTTTAATGTGTTGTAAAT  
95924 
 
Query  79395   tttGATATATGGTTTAAGATACTCATTCACTTAAATAAATATTATTTTGCTATTTATCTC  
79454 
               ||||||||||||||||||||||||||||| |||||||||||||||||||||||||||||| 
Sbjct  95923   TTTGATATATGGTTTAAGATACTCATTCAGTTAAATAAATATTATTTTGCTATTTATCTC  
95864 
 
Query  79455   TTAAAATATTTTCTCTTTCTTATAATGTTAGTACGTATTTTTCTATTGCTAACTTCTATA  
79514 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  95863   TTAAAATATTTTCTCTTTCTTATAATGTTAGTACGTATTTTTCTATTGCTAACTTCTATA  
95804 
 
Query  79515   AATCATTTTTTGAATTAATTCTCCATAGATTGATATACAACTTCAATTCttttttattta  
79574 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  95803   AATCATTTTTTGAATTAATTCTCCATAGATTGATATACAACTTCAATTCTTTTTTATTTA  
95744 
 
Query  79575   ttttttaaaaattgaaaatgaattgattttcaaatattcatttttttt-ATAGAAATCGG  
79633 
               ||||||||| |||||||||||||||||||||||||||||||||||||| ||||||||||| 
Sbjct  95743   TTTTTTAAAGATTGAAAATGAATTGATTTTCAAATATTCATTTTTTTTTATAGAAATCGG  
95684 
 
129 
 
Query  79634   GAATATGTATATGACCTCACTTTTTATTTATTATAGACTTATCGTCAAtttttttACACA  
79693 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||| ||| 
Sbjct  95683   GAATATGTATATGACCTCACTTTTTATTTATTATAGACTTATCGTCAATTTTTTTAGACA  
95624 
 
Query  79694   ATTGTTTTTTATCTCATCACCTGatttcacttttatttcatttatgcttccttcattttc  
79753 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  95623   ATTGTTTTTTATCTCATCACCTGATTTCACTTTTATTTCATTTATGCTTCCTTCATTTTC  
95564 
 
Query  79754   tattgagatttattatttttcacatcttttttttt-CAATTTCCATATATTCCCCCCTAT  
79812 
               ||||||||||||||||||||||||||||||||||| |||||||||||||||||||||||| 
Sbjct  95563   TATTGAGATTTATTATTTTTCACATCTTTTTTTTTTCAATTTCCATATATTCCCCCCTAT  
95504 
 
Query  79813   ATATGTATTGTCTCATGCTCCACTTGTTTCCTCCTAGCCTTTGATAACTTAGTGgatata  
79872 
               ||||||||||||||||| |||||||||||||||||||||||| ||||||||||||||||| 
Sbjct  95503   ATATGTATTGTCTCATGGTCCACTTGTTTCCTCCTAGCCTTTAATAACTTAGTGGATATA  
95444 
 
Query  79873   ttggattaagattttaaaagattttaaaatattttttatataaaaaagtcttatggtatt  
79932 
               |||||||||||||| |||||||||||||||| |||||||||||||||||||||||||||| 
Sbjct  95443   TTGGATTAAGATTTGAAAAGATTTTAAAATAATTTTTATATAAAAAAGTCTTATGGTATT  
95384 
 
Query  79933   caattaaaacatttaagattttttaagaaaaataataaaattttgtgatattcaattata  
79992 
               ||||||||||||||||||||||||||||||||||||||||||| ||| |||||||||||| 
Sbjct  95383   CAATTAAAACATTTAAGATTTTTTAAGAAAAATAATAAAATTTGGTGGTATTCAATTATA  
95324 
 
Query  79993   attttttataacttataaaaaagtcttttaatatttaaaaatatacaaattttGATGCAT  
80052 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  95323   ATTTTTTATAACTTATAAAAAAGTCTTTTAATATTTAAAAATATACAAATTTTGATGCAT  
95264 
 
Query  80053   TATTTTTTAAGAATGATTTGGATGAATTTCATCTAATTTTTTAATATAAAACATCAATTA  
80112 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  95263   TATTTTTTAAGAATGATTTGGATGAATTTCATCTAATTTTTTAATATAAAACATCAATTA  
95204 
 
Query  80113   AACAACCCCACGCAAA-CAATT-AAGattttgttagatttttctcttttttt---ctatt  
80167 
               ||||||||||| |    | ||| ||   ||||   |||||| ||||||||||   ||||| 
Sbjct  95203   AACAACCCCACACTTTTCTATTGAATGATTTGAATGATTTTACTCTTTTTTTTTTCTATT  
95144 
 
Query  80168   gattaccacacttttttttt-cttttATCACACATATCTTCTTATCTATTTAATGTTCTT  
80226 
               |||||||||||||||||||| ||||||||||||||||||| ||||||||||||||||| | 
130 
 
Sbjct  95143   GATTACCACACTTTTTTTTTTCTTTTATCACACATATCTTTTTATCTATTTAATGTTCAT  
95084 
 
Query  80227   CAAGATGCAAGCACCATATATATTTCTCTTATTCTTTTGAAATAAAAAATGTCAAATATA  
80286 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  95083   CAAGATGCAAGCACCATATATATTTCTCTTATTCTTTTGAAATAAAAAATGTCAAATATA  
95024 
 
Query  80287   TGTCTCCCCTCTACACTTTTTCCTTTGTTTTTTAAATTAAATTAATGTTTATCTTATGTG  
80346 
               ||||||||||||||||||||| |||||||||||||||||||||||||||||||||||||| 
Sbjct  95023   TGTCTCCCCTCTACACTTTTTTCTTTGTTTTTTAAATTAAATTAATGTTTATCTTATGTG  
94964 
 
Query  80347   TCAAGACTAATCATGTTTTTT--CTTATGATGAGTTTTATTGATTATGTTTATAACTTGC  
80404 
               |||||||||||||||||||||  |||||||||||||||| |||||||||||||||||||| 
Sbjct  94963   TCAAGACTAATCATGTTTTTTTTCTTATGATGAGTTTTAGTGATTATGTTTATAACTTGC  
94904 
 
Query  80405   TCAATATAATATTTTCATAAATGTTACTCTTAATTTCATTATCCACATGACTTAATAACT  
80464 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  94903   TCAATATAATATTTTCATAAATGTTACTCTTAATTTCATTATCCACATGACTTAATAACT  
94844 
 
Query  80465   CTTGTACCAATTTCACACTCttattactcttttttagtatatatttattattgcattcca  
80524 
                | ||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  94843   GTCGTACCAATTTCACACTCTTATTACTCTTTTTTAGTATATATTTATTATTGCATTCCA  
94784 
 
Query  80525   taacatgtcattatatttattatGAAATAATTAGACTAATTaaaaaaaTCAGAAAATCAA  
80584 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  94783   TAACATGTCATTATATTTATTATGAAATAATTAGACTAATTAAAAAAATCAGAAAATCAA  
94724 
 
Query  80585   TGTATAATTTTAAATCTATTGTTCAAATTCAAAAGTGAGAATGAGAAGATATTATTGCAT  
80644 
               ||||||||||||||| |||||||||||||||||||| ||||||||||||||||||||||| 
Sbjct  94723   TGTATAATTTTAAATTTATTGTTCAAATTCAAAAGTAAGAATGAGAAGATATTATTGCAT  
94664 
 
Query  80645   GAAAGGTTAATATAGGAGAATATAAAGTTAGAATCAATATGCTATTGAAAGATTaaaaaa  
80704 
               ||||||||||||||||||||||||||||||||||||||||| |||||||||||||||||| 
Sbjct  94663   GAAAGGTTAATATAGGAGAATATAAAGTTAGAATCAATATGTTATTGAAAGATTAAAAAA  
94604 
 
Query  80705   aTTGttttgattttactttttttatccaaatctcattattttttgttattttcttcatta  
80764 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  94603   ATTGTTTTGATTTTACTTTTTTTATCCAAATCTCATTATTTTTTGTTATTTTCTTCATTA  
94544 
 
131 
 
Query  80765   attattgtaattttgaatgtgattttaaaaattcatataattcttttaaatcttataaat  
80824 
               ||||||||||||||||||||||||||||||||||||||||||||||||||| |||||||| 
Sbjct  94543   ATTATTGTAATTTTGAATGTGATTTTAAAAATTCATATAATTCTTTTAAATTTTATAAAT  
94484 
 
Query  80825   ttttttaaaaaaatttaagtcttttaaattcttatcatataaatttattaaaattaaaac  
80884 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  94483   TTTTTTAAAAAAATTTAAGTCTTTTAAATTCTTATCATATAAATTTATTAAAATTAAAAC  
94424 
 
Query  80885   tattataaaaatcttgtaaaaaa-tataataagtcataataCTTCTACATCATTTTTAAA  
80943 
               |||||||||||| |||||||||| |||||||||||||||||||||||||| ||||||||| 
Sbjct  94423   TATTATAAAAATTTTGTAAAAAAATATAATAAGTCATAATACTTCTACATAATTTTTAAA  
94364 
 
Query  80944   ATTCATATAACCTTTTATATTAAAATAATCTTTTAAAATTCTAATCCAATATATCCCTTT  
81003 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||| ||||| 
Sbjct  94363   ATTCATATAACCTTTTATATTAAAATAATCTTTTAAAATTCTAATCCAATATATTCCTTT  
94304 
 
Query  81004   AGCCTCCTTTAATAGTATTTTACTTCTCGGACGGTGTTCAGCTTAAACATCCTCAACATT  
81063 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  94303   AGCCTCCTTTAATAGTATTTTACTTCTCGGACGGTGTTCAGCTTAAACATCCTCAACATT  
94244 
 
Query  81064   GCTGACAAAACCTTGTCAAAAATTGTAAGACGAGTAGTATCCTAACTAGCTGTAATAAAT  
81123 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  94243   GCTGACAAAACCTTGTCAAAAATTGTAAGACGAGTAGTATCCTAACTAGCTGTAATAAAT  
94184 
 
Query  81124   TTGGATCAAATTGCAAAATTATGTCGTACAATCAAGGATTGAGATGCTGGTATATATATA  
81183 
               |||||||||||||||||||||| ||||||||||||||||||||||||||||||||||||| 
Sbjct  94183   TTGGATCAAATTGCAAAATTATATCGTACAATCAAGGATTGAGATGCTGGTATATATATA  
94124 
 
Query  81184   AGCTGGAAGAAATTGCTAATTCCCAGAATCAAGGAATGAGTTGCTGCTGTAATAATTAAT  
81243 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  94123   AGCTGGAAGAAATTGCTAATTCCCAGAATCAAGGAATGAGTTGCTGCTGTAATAATTAAT  
94064 
 
Query  81244   GCCACATAATCTGTTATTATTCTAATTCATTGTATATTATTGTACAGCTACGTACACAGA  
81303 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  94063   GCCACATAATCTGTTATTATTCTAATTCATTGTATATTATTGTACAGCTACGTACACAGA  
94004 
 
Query  81304   AATGTCTTGCTTGACCGCACGACCGAGTTCAGCCTCAAGTTGCCTTTAGTTTGACACCAG  
81363 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
132 
 
Sbjct  94003   AATGTCTTGCTTGACCGCACGACCGAGTTCAGCCTCAAGTTGCCTTTAGTTTGACACCAG  
93944 
 
Query  81364   CTCAATGAAAGCAGTTTTGTGCTTCCTTCATTACAAGGATTAATGCGATGTTGAGCTTTC  
81423 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  93943   CTCAATGAAAGCAGTTTTGTGCTTCCTTCATTACAAGGATTAATGCGATGTTGAGCTTTC  
93884 
 
Query  81424   CACCTAGCTAGCAAATTCTCTCATTTTCTCCTCTTGTTTCCACTAAAGCTTCCATGTCCT  
81483 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  93883   CACCTAGCTAGCAAATTCTCTCATTTTCTCCTCTTGTTTCCACTAAAGCTTCCATGTCCT  
93824 
 
Query  81484   TCGATCAATTTCTGATTTGATTTAGAAATAACTGATCACT--ACAGAACCCAAATCTGCC  
81541 
               |||||||||||||| |||||||||||||||||||||||||  |||||||||||||||||| 
Sbjct  93823   TCGATCAATTTCTGGTTTGATTTAGAAATAACTGATCACTTAACAGAACCCAAATCTGCC  
93764 
 
Query  81542   GGTGGATTATATAT----CCTTCTTTCACTCAGCTAGTATTAAGAAAAAACTACCCTCAA  
81597 
               ||||||||||||||    |||||||||||||||||||||||||||||||||||||||||| 
Sbjct  93763   GGTGGATTATATATATATCCTTCTTTCACTCAGCTAGTATTAAGAAAAAACTACCCTCAA  
93704 
 
Query  81598   TCAAGTAGGGAAACTTTCTGAAAAAATTGCTTGACATAGAGAATGGATACTTTTTGAAAA  
81657 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  93703   TCAAGTAGGGAAACTTTCTGAAAAAATTGCTTGACATAGAGAATGGATACTTTTTGAAAA  
93644 
 
Query  81658   GATTGCTGACAATCCTACAGACATGTCCACCTTTAACTCTTCTTGAAGATCAAAAGAGTG  
81717 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  93643   GATTGCTGACAATCCTACAGACATGTCCACCTTTAACTCTTCTTGAAGATCAAAAGAGTG  
93584 
 
Query  81718   AAAACTTCAAGCTAATATCATTAAACAAACCCTACACGGGAGGGAACCCATAAAGTAGCT  
81777 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  93583   AAAACTTCAAGCTAATATCATTAAACAAACCCTACACGGGAGGGAACCCATAAAGTAGCT  
93524 
 
Query  81778   CAACAGTTAATGTATGAAATGTAACATGCaaaaaaaaaTAAAATTGAGTTGATTATTGTT  
81837 
               |||||||||||||||||||||||||||||||||||||| ||||||||||||||||||||| 
Sbjct  93523   CAACAGTTAATGTATGAAATGTAACATGCAAAAAAAAA-AAAATTGAGTTGATTATTGTT  
93465 
 
Query  81838   GAATTAGTCTGGGACTTTAAGTTAGGTTTTGTTTAGGTACGAAGAGATTTTAATTTTGTT  
81897 
               ||||||||||||||||||||||||||||||||||||||||||||| |||||||||||||| 
Sbjct  93464   GAATTAGTCTGGGACTTTAAGTTAGGTTTTGTTTAGGTACGAAGAAATTTTAATTTTGTT  
93405 
 
133 
 
Query  81898   CGACAACCAAGTAAATATGTATAGTGACTCAAGCACAAATTTaaaaaaaaaaaaaaaaaG  
81957 
               |||||||||||||||||||||||||||||||||||||||||     |||||||||||||| 
Sbjct  93404   CGACAACCAAGTAAATATGTATAGTGACTCAAGCACAAATT-----AAAAAAAAAAAAAG  
93350 
 
Query  81958   ATAAGCCAAGAGATCATGAGATTAAGAAACTAGCTAGGTTACTTAGTACTTACCCTATAA  
82017 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  93349   ATAAGCCAAGAGATCATGAGATTAAGAAACTAGCTAGGTTACTTAGTACTTACCCTATAA  
93290 
 
Query  82018   AAATCAAAAGTATAACTGAAAAATTGGACTACTGGAATGACAAGCTCCTCCTTCCGCAAT  
82077 
               ||||||||||||||||||||||||||||||||||||||||||||||||| |||||||||| 
Sbjct  93289   AAATCAAAAGTATAACTGAAAAATTGGACTACTGGAATGACAAGCTCCTGCTTCCGCAAT  
93230 
 
Query  82078   TGACTACATTGGGTGATTTCTCaaaaaaaaaaaaaaaaaaCTACATTTGCTGATGATTCT  
82137 
               ||| |||||||||||||||||||||||||||||||||   |||||||||||||||||||| 
Sbjct  93229   TGAATACATTGGGTGATTTCTCAAAAAAAAAAAAAAA---CTACATTTGCTGATGATTCT  
93173 
 
Query  82138   TTGCCCAACGATTTAAAAAATTTAATTTGTACCGCTAAGTGTCTCACTAGAGCTTTTAAG  
82197 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  93172   TTGCCCAACGATTTAAAAAATTTAATTTGTACCGCTAAGTGTCTCACTAGAGCTTTTAAG  
93113 
 
Query  82198   ATGATTATAAATACATATTTGTGGTTTTGGAATTATTGTCATCAAGAATCCATGCACATA  
82257 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  93112   ATGATTATAAATACATATTTGTGGTTTTGGAATTATTGTCATCAAGAATCCATGCACATA  
93053 
 
Query  82258   CTGTTGTATATTTTGATTGACATTTCAACAGGTTTAATACCTGTGattaaataatttaga  
82317 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  93052   CTGTTGTATATTTTGATTGACATTTCAACAGGTTTAATACCTGTGATTAAATAATTTAGA  
92993 
 
Query  82318   aaatattttttaaaaataatttattgctcataaaaagaaataattaTCTTAGACTTAATC  
82377 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  92992   AAATATTTTTTAAAAATAATTTATTGCTCATAAAAAGAAATAATTATCTTAGACTTAATC  
92933 
 
Query  82378   TTGTTGACTTTTAGACGGAGTCTCATCTAATTCTTAACTTAGTCTCAAGTGACTTTCATT  
82437 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  92932   TTGTTGACTTTTAGACGGAGTCTCATCTAATTCTTAACTTAGTCTCAAGTGACTTTCATT  
92873 
 
Query  82438   ATAAATATAACTTTTCAAAAGGTTTTTAAATATTAATCTCTCCAGATCCTCTCATTTTTC  
82497 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
134 
 
Sbjct  92872   ATAAATATAACTTTTCAAAAGGTTTTTAAATATTAATCTCTCCAGATCCTCTCATTTTTC  
92813 
 
Query  82498   TTTGTGTGAGTTTCTGAATTAGTCTCACTAAAAATTTATTAGGATGGGTTTATTAATATA  
82557 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  92812   TTTGTGTGAGTTTCTGAATTAGTCTCACTAAAAATTTATTAGGATGGGTTTATTAATATA  
92753 
 
Query  82558   TTATTGAGGACTTGCTTATTTATTACGTAAATAAATCTTTAAGAATACTTTGAATTCACG  
82617 
                ||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  92752   CTATTGAGGACTTGCTTATTTATTACGTAAATAAATCTTTAAGAATACTTTGAATTCACG  
92693 
 
Query  82618   TGTCTCAAACTTAATTTATTAATGTTTATATATGTTCATAGATCATAATTTATGAATTTG  
82677 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  92692   TGTCTCAAACTTAATTTATTAATGTTTATATATGTTCATAGATCATAATTTATGAATTTG  
92633 
 
Query  82678   TGATTTGTGATTGATCATAATTGTGATAATGTACGGGCGGTGTGAACAACACATATATTG  
82737 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  92632   TGATTTGTGATTGATCATAATTGTGATAATGTACGGGCGGTGTGAACAACACATATATTG  
92573 
 
Query  82738   CCTTGCCTTAAAAATTGCGGACCAATCATAGGCATAAAAAACATG--AGAATTCCTTGGa  
82795 
               |||||||||||||||||||||||||||||||||||||||||||||  ||||||||||||| 
Sbjct  92572   CCTTGCCTTAAAAATTGCGGACCAATCATAGGCATAAAAAACATGCGAGAATTCCTTGGA  
92513 
 
Query  82796   aaaaaaaaaaa--CATGCGAGAAAAACTCGTACATATATGTACCACAAAGCTCCAACGTA  
82853 
               |||||||||||  ||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  92512   AAAAAAAAAAAAACATGCGAGAAAAACTCGTACATATATGTACCACAAAGCTCCAACGTA  
92453 
 
Query  82854   ATTGTTAGGCGCCGCGCACTCACACGTACGCTTTACTCCAATAGGCCATTAAGGGTAGGG  
82913 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  92452   ATTGTTAGGCGCCGCGCACTCACACGTACGCTTTACTCCAATAGGCCATTAAGGGTAGGG  
92393 
 
Query  82914   ATTCATTGATTGATATATCGATCTTCTTTCCTGCGCATCTTTCAACTGTTGAGTCATGCA  
82973 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  92392   ATTCATTGATTGATATATCGATCTTCTTTCCTGCGCATCTTTCAACTGTTGAGTCATGCA  
92333 
 
Query  82974   TCAAATGATTGGTTCATATTTTTGGTTTTTAAAACTCCAACTAATCCGACCTGTATAATT  
83033 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  92332   TCAAATGATTGGTTCATATTTTTGGTTTTTAAAACTCCAACTAATCCGACCTGTATAATT  
92273 
 
135 
 
Query  83034   CTTAAATAATTTTAGTAATTTTAATGCAAATCTACGATTATAAAATGAATTAAGTTGTAT  
83093 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  92272   CTTAAATAATTTTAGTAATTTTAATGCAAATCTACGATTATAAAATGAATTAAGTTGTAT  
92213 
 
Query  83094   TTAGTTCATCAAGCTAAGAtttttttAAACAAGAAATATAAATTGTTTGACAACTTTTGT  
83153 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  92212   TTAGTTCATCAAGCTAAGATTTTTTTAAACAAGAAATATAAATTGTTTGACAACTTTTGT  
92153 
 
Query  83154   TTCTTGTATCTTAAAAAAGATTACTCAATAGAGAGCGAGGAGATAAATGGGGAAGAGAGA  
83213 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  92152   TTCTTGTATCTTAAAAAAGATTACTCAATAGAGAGCGAGGAGATAAATGGGGAAGAGAGA  
92093 
 
Query  83214   AAAGAAAATCATTTTTaaaaaaaaTTACTCGACtttttgttttaaattatcattttttgt  
83273 
               |||||||||||||||||||||||||||||||| ||||||||||||||||||||||||||| 
Sbjct  92092   AAAGAAAATCATTTTTAAAAAAAATTACTCGATTTTTTGTTTTAAATTATCATTTTTTGT  
92033 
 
Query  83274   tattaaaattaaggtaattagtaggttttcaattaaGAGATTTCTTTTTACAAAATATGT  
83333 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  92032   TATTAAAATTAAGGTAATTAGTAGGTTTTCAATTAAGAGATTTCTTTTTACAAAATATGT  
91973 
 
Query  83334   TTCATCTAAGTTCCCATTTCTAAGAAGAAGAAAAATTCAGAAACCGaaaaaaaa-TAGAT  
83392 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||| ||||| 
Sbjct  91972   TTCATCTAAGTTCCCATTTCTAAGAAGAAGAAAAATTCAGAAACCGAAAAAAAAATAGAT  
91913 
 
Query  83393   TAAATACTATATAAAAATATACTCTTTTCCTTCCTTTTTAATTGTGGAACtttttttaaa  
83452 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  91912   TAAATACTATATAAAAATATACTCTTTTCCTTCCTTTTTAATTGTGGAACTTTTTTTAAA  
91853 
 
Query  83453   aaaatatttttagttatttatcaaatggcattaactatttttttGTCAAATACATGCTTA  
83512 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  91852   AAAATATTTTTAGTTATTTATCAAATGGCATTAACTATTTTTTTGTCAAATACATGCTTA  
91793 
 
Query  83513   CATTTCACCTAATTTTTATTTAATTTACATGTGATGGAAAGTGTAGAAATGAAAATGAGT  
83572 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  91792   CATTTCACCTAATTTTTATTTAATTTACATGTGATGGAAAGTGTAGAAATGAAAATGAGT  
91733 
 
Query  83573   AAAATGAGAAATTTCATAATTAATTATCTTTTGAGGATCAAGAAAAAATGATTATATTTC  
83632 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
136 
 
Sbjct  91732   AAAATGAGAAATTTCATAATTAATTATCTTTTGAGGATCAAGAAAAAATGATTATATTTC  
91673 
 
Query  83633   TTGATTTTTATATAAttttttttAAAATACAAATAAAAAGAAAGGAAGGGAGTATAAAGC  
83692 
               ||||||||||||||| |||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  91672   TTGATTTTTATATAAATTTTTTTAAAATACAAATAAAAAGAAAGGAAGGGAGTATAAAGC  
91613 
 
Query  83693   AACAATGTAATAATAATCTTTATCAAAATATTTATCTTTTCCTGACGAATTGGGCAACAT  
83752 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  91612   AACAATGTAATAATAATCTTTATCAAAATATTTATCTTTTCCTGACGAATTGGGCAACAT  
91553 
 
Query  83753   ATTGGACAGTTATATGGCATCCACCATCTAACGTGACAACAACTCATTTTTTAGCAACAC  
83812 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  91552   ATTGGACAGTTATATGGCATCCACCATCTAACGTGACAACAACTCATTTTTTAGCAACAC  
91493 
 
Query  83813   GCACATGTTATTATTGAAGATATTCCATTTTCGCACATTTTTATTAACTGACTGATAATT  
83872 
               ||||||||||||||||||||||||||||||||||||||||||||||||||||| |||||| 
Sbjct  91492   GCACATGTTATTATTGAAGATATTCCATTTTCGCACATTTTTATTAACTGACTTATAATT  
91433 
 
Query  83873   TCTTAAtttttttCAGTTCATCTTTCAATGTTTGAAGCCATGCATCATAAGCATACAATA  
83932 
               |||||||||||| ||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  91432   TCTTAATTTTTT-CAGTTCATCTTTCAATGTTTGAAGCCATGCATCATAAGCATACAATA  
91374 
 
Query  83933   ACACATTACAGCTTACTACTAGCTAGTTAGAGACGAACTTAATTAATATTCACCCACATG  
83992 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  91373   ACACATTACAGCTTACTACTAGCTAGTTAGAGACGAACTTAATTAATATTCACCCACATG  
91314 
 
Query  83993   TGTATGCATAAATTTTTGTCTAACATCATCCACAAATGCCCTCAGATTCTTCTCTGAAGA  
84052 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  91313   TGTATGCATAAATTTTTGTCTAACATCATCCACAAATGCCCTCAGATTCTTCTCTGAAGA  
91254 
 
Query  84053   GCCACCTTCTTTCGCAGCATCCCTAGCCAAAACCTTCCATTTCTTAGCATTCTTTCTAAA  
84112 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  91253   GCCACCTTCTTTCGCAGCATCCCTAGCCAAAACCTTCCATTTCTTAGCATTCTTTCTAAA  
91194 
 
Query  84113   TTCACTTGCTCTGTCACCACTCCCCATCACCACATCCAAACATGCCTCAATTTCCTTTCC  
84172 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  91193   TTCACTTGCTCTGTCACCACTCCCCATCACCACATCCAAACATGCCTCAATTTCCTTTCC  
91134 
 
137 
 
Query  84173   TTCAACTATCCCATTTGCGTTCACGTGATGATCCACTCTCACCCCTATCTTCCACACATC  
84232 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  91133   TTCAACTATCCCATTTGCGTTCACGTGATGATCCACTCTCACCCCTATCTTCCACACATC  
91074 
 
Query  84233   TTCTATGAGCTTCGCATTGGTCATCTGATCAGTCCACTGAGGAAACGCCACCATTGGAAC  
84292 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  91073   TTCTATGAGCTTCGCATTGGTCATCTGATCAGTCCACTGAGGAAACGCCACCATTGGAAC  
91014 
 
Query  84293   CCCAGAAACAAGGCTTTCCATGGTCGAATTCCACCCACAGTGTGTTAAAAAACAACCCAC  
84352 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  91013   CCCAGAAACAAGGCTTTCCATGGTCGAATTCCACCCACAGTGTGTTAAAAAACAACCCAC  
90954 
 
Query  84353   AGAAGAATGCGAAAGAACCTCCACCTGAGAACACCATGTCACTATCTTCCCCCACTTCTC  
84412 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  90953   AGAAGAATGCGAAAGAACCTCCACCTGAGAACACCATGTCACTATCTTCCCCCACTTCTC  
90894 
 
Query  84413   CAATTCCTCTCTGAAACAACAAAGCTCCTCCTCCTCTTCtttttttCCATTAATTACCTT  
84472 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  90893   CAATTCCTCTCTGAAACAACAAAGCTCCTCCTCCTCTTCTTTTTTTCCATTAATTACCTT  
90834 
 
Query  84473   TTCTCTAACGACCCACAAGAATGGACGTCCACAATCTAATAACCCACGTGCAATTTCCTC  
84532 
               |||||||||||||||||| ||||||||||||||||||||||||||||||||||||||||| 
Sbjct  90833   TTCTCTAACGACCCACAAAAATGGACGTCCACAATCTAATAACCCACGTGCAATTTCCTC  
90774 
 
Query  84533   CATTTGTCTCTTAGAAAGCTCAAAGTAGCTACCAAATGAAACGTAAACCACCGAATTCTC  
84592 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||| ||| 
Sbjct  90773   CATTTGTCTCTTAGAAAGCTCAAAGTAGCTACCAAATGAAACGTAAACCACCGAATCCTC  
90714 
 
Query  84593   TTCCTTTGAGTCAAGCCATTCAACGTAATCATTTGAGACTTGAAAAATGTCCCCACCAAA  
84652 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  90713   TTCCTTTGAGTCAAGCCATTCAACGTAATCATTTGAGACTTGAAAAATGTCCCCACCAAA  
90654 
 
Query  84653   CGAAGTATCAGTTGGGTCATTCCCGTCCAAGAACGCAGAAGGAATCAACGGCCCGATGGG  
84712 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  90653   CGAAGTATCAGTTGGGTCATTCCCGTCCAAGAACGCAGAAGGAATCAACGGCCCGATGGG  
90594 
 
Query  84713   GATCATGTTGATCTTATCAATGGCCCTCAACGCTTCTTCTTCCAAAGCTTCAAAGGTGTT  
84772 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
138 
 
Sbjct  90593   GATCATGTTGATCTTATCAATGGCCCTCAACGCTTCTTCTTCCAAAGCTTCAAAGGTGTT  
90534 
 
Query  84773   CACAAGCACCGTTGGGTTGGTTTCTAGGTCAAGTTGTTTAATCTGATTCTCAAACGACGG  
84832 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  90533   CACAAGCACCGTTGGGTTGGTTTCTAGGTCAAGTTGTTTAATCTGATTCTCAAACGACGG  
90474 
 
Query  84833   GAGAGTAAAAGAAAACACACTCGGTTTCCACAGCAACAAAAACGACGGAACGTCGCGTGG  
84892 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  90473   GAGAGTAAAAGAAAACACACTCGGTTTCCACAGCAACAAAAACGACGGAACGTCGCGTGG  
90414 
 
Query  84893   CGAAAGCGAAAACGACAATCCCGGAAGCACAATGTTCTCTTTGGTTTCGTCGTTGATGAA  
84952 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  90413   CGAAAGCGAAAACGACAATCCCGGAAGCACAATGTTCTCTTTGGTTTCGTCGTTGATGAA  
90354 
 
Query  84953   ATCGGCGTAGCCGTGAAAGAAGTGATAAAGAATATCCAAAACCGTGGCGGGTTCGATCCA  
85012 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  90353   ATCGGCGTAGCCGTGAAAGAAGTGATAAAGAATATCCAAAACCGTGGCGGGTTCGATCCA  
90294 
 
Query  85013   GAGCAACGCCGTGGGGAGGTAGAATTGGCGCGCCACGTCAGCAACCCAGGGAAGGAGGAG  
85072 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  90293   GAGCAACGCCGTGGGGAGGTAGAATTGGCGCGCCACGTCAGCAACCCAGGGAAGGAGGAG  
90234 
 
Query  85073   GGTGTAGAGCAGGCAAGTGAAAGGGCGGCCCTCGCTGGCGCTGGAGAGGATGAGATTGGA  
85132 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  90233   GGTGTAGAGCAGGCAAGTGAAAGGGCGGCCCTCGCTGGCGCTGGAGAGGATGAGATTGGA  
90174 
 
Query  85133   GAGTAAGTCGGAGGTGCGGTGTTTGAGTTGGGACTCGTAGAGAAAGAAGTCCGAGTCGGT  
85192 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  90173   GAGTAAGTCGGAGGTGCGGTGTTTGAGTTGGGACTCGTAGAGAAAGAAGTCCGAGTCGGT  
90114 
 
Query  85193   GGCGTGGAGGGCGTCGAAGCCGGCGTCGTAGCCGTCGGAGAAGGGGAGGAAGGAGAGGCC  
85252 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  90113   GGCGTGGAGGGCGTCGAAGCCGGCGTCGTAGCCGTCGGAGAAGGGGAGGAAGGAGAGGCC  
90054 
 
Query  85253   GGGGATGGTGGGTTTGTTGGAGATGCGGCGGTAAACGTGGAGAGTGAGGAGAATGGTGAC  
85312 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  90053   GGGGATGGTGGGTTTGTTGGAGATGCGGCGGTAAACGTGGAGAGTGAGGAGAATGGTGAC  
89994 
 
139 
 
Query  85313   GTGCGCGCCCATGGCGATGAGACGCTTGGCGAGTTGGAGGGCAGGGTTTATGTGACTCTG  
85372 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  89993   GTGCGCGCCCATGGCGATGAGACGCTTGGCGAGTTGGAGGGCAGGGTTTATGTGACTCTG  
89934 
 
Query  85373   GGCAGGGTAGGTCACGAGGAGGAAGCGTTGGAGAACCATGAGCTACTTAAACAATGGATT  
85432 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  89933   GGCAGGGTAGGTCACGAGGAGGAAGCGTTGGAGAACCATGAGCTACTTAAACAATGGATT  
89874 
 
Query  85433   CAAATGCACTCTTCACTCTTTAGTAGGGGTTGGCTTCTTATAATAATTTTAAAGTAATTG  
85492 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  89873   CAAATGCACTCTTCACTCTTTAGTAGGGGTTGGCTTCTTATAATAATTTTAAAGTAATTG  
89814 
 
Query  85493   AGATTTAGAAATAATTTGATTTAATTAGGAAAATATGAGTTTAAAA-GGATGAAAGAAAA  
85551 
               |||||||||||||||||||||||||||||||||||||||||||||| ||||||||||||| 
Sbjct  89813   AGATTTAGAAATAATTTGATTTAATTAGGAAAATATGAGTTTAAAAGGGATGAAAGAAAA  
89754 
 
Query  85552   ATGGTGGGAttttttttgtgtgtgtggaaagaaaatagtggttcaaataaaggaaggtga  
85611 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  89753   ATGGTGGGATTTTTTTTGTGTGTGTGGAAAGAAAATAGTGGTTCAAATAAAGGAAGGTGA  
89694 
 
Query  85612   aaaagaggaaaaaaaaCCTTTAACTATATAATGCATAAAAATGTGTTCTTCAATTATTTT  
85671 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  89693   AAAAGAGGAAAAAAAACCTTTAACTATATAATGCATAAAAATGTGTTCTTCAATTATTTT  
89634 
 
Query  85672   GAAATATACTCTCAAATGATTTCTAACAAAAACtttatctttttattattttttatAACC  
85731 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  89633   GAAATATACTCTCAAATGATTTCTAACAAAAACTTTATCTTTTTATTATTTTTTATAACC  
89574 
 
Query  85732   AATATTAAGAGCAATGGTTAACATCAGCACCGGTTGAGTCAAGTGGAAGAGATTAACTTT  
85791 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||| ||| 
Sbjct  89573   AATATTAAGAGCAATGGTTAACATCAGCACCGGTTGAGTCAAGTGGAAGAGATTAATTTT  
89514 
 
Query  85792   TCACTAAGTGATGAATCAATGTTTGAATATTCATTTAAAGGGGTGACATTTAGTGTCCTA  
85851 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  89513   TCACTAAGTGATGAATCAATGTTTGAATATTCATTTAAAGGGGTGACATTTAGTGTCCTA  
89454 
 
Query  85852   ATGTACATTAGGCCTTTGAAAGAGAAGACTTGTGGGGGGAAAACATTAATTAACAAGATC  
85911 
               |||||||||||||||||||||||||||||||||||||| ||||||||||||||||||||| 
140 
 
Sbjct  89453   ATGTACATTAGGCCTTTGAAAGAGAAGACTTGTGGGGGAAAAACATTAATTAACAAGATC  
89394 
 
Query  85912   CTTAATATTAATAAAATTTTAAATGCATTTCTTAATTAATATGTCATTAACTCATTGCTT  
85971 
               ||||||||||||||||||||||||||||||||||||||  |||||||||||||||||||| 
Sbjct  89393   CTTAATATTAATAAAATTTTAAATGCATTTCTTAATTA--ATGTCATTAACTCATTGCTT  
89336 
 
Query  85972   TATTTTAATAGCATTTGAAAATAAATTAAAGTGGCCGGTACAATATTTTTAATGAAAAAT  
86031 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  89335   TATTTTAATAGCATTTGAAAATAAATTAAAGTGGCCGGTACAATATTTTTAATGAAAAAT  
89276 
 
Query  86032   TAATAATGAATGAGCAAGTTCTTTTAACTATTTAAAAAATGAGGTTAATTGCTAGTACTA  
86091 
               ||||||||||||||||||||||||||||||||| |||||||||||||||||||||||||| 
Sbjct  89275   TAATAATGAATGAGCAAGTTCTTTTAACTATTTTAAAAATGAGGTTAATTGCTAGTACTA  
89216 
 
Query  86092   CGTATTATTAGTGTAATATTTTTTACATTATCAAACAATCATAACATATTGGCATCAAAA  
86151 
               || ||||||||| ||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  89215   CGCATTATTAGTCTAATATTTTTTACATTATCAAACAATCATAACATATTGGCATCAAAA  
89156 
 
Query  86152   ATAAAACAAATCATATTAGAAGAGAAATATATATTTTGTGTGTGTTCACTGTCCAAAACC  
86211 
               ||||||||||||||||||||||| |||||||||||||||||||||| ||||||||||||| 
Sbjct  89155   ATAAAACAAATCATATTAGAAGAAAAATATATATTTTGTGTGTGTTTACTGTCCAAAACC  
89096 
 
Query  86212   AAAATTTGTTAAAAGGATAAAAGAAAAATGATGGAttttttttt-tGTGTAgaaagaaaa  
86270 
               |||||||||||||||||||||||||||||||||||||||||||| ||||||||||||||| 
Sbjct  89095   AAAATTTGTTAAAAGGATAAAAGAAAAATGATGGATTTTTTTTTGTGTGTAGAAAGAAAA  
89036 
 
Query  86271   tagtggttaaaataaaggaagtgaaaaaaggaaaacaaa---actttaactatataatgc  
86327 
               |||||||||||||| |||||||||||||||||||| |||   |||||||||||||||||| 
Sbjct  89035   TAGTGGTTAAAATAGAGGAAGTGAAAAAAGGAAAAAAAAAACACTTTAACTATATAATGC  
88976 
 
Query  86328   ataaaaaTGTATTCTTCAATTATTTTAAAATATACTCGCAAATGATTTCTAACAAAAACT  
86387 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  88975   ATAAAAATGTATTCTTCAATTATTTTAAAATATACTCGCAAATGATTTCTAACAAAAACT  
88916 
 
Query  86388   TTATCTTTCTAGTA--TTTTTTATAATCAATGTACTAAGAGCAATGATTAGCATCGATAC  
86445 
               ||||||||||||||  |||||||||||||||||||||||||||||||||| ||||||||| 
Sbjct  88915   TTATCTTTCTAGTATTTTTTTTATAATCAATGTACTAAGAGCAATGATTAACATCGATAC  
88856 
 
141 
 
Query  86446   AGCTTAGGTTGAGTAAAAGAGATTAGTTTTTCACTACATGATGAATCAATATGTGAATGT  
86505 
               || ||||||||||||||||||||||||||||||||||||||||||||||||| ||||||| 
Sbjct  88855   AGGTTAGGTTGAGTAAAAGAGATTAGTTTTTCACTACATGATGAATCAATATTTGAATGT  
88796 
 
Query  86506   TCTTTTGAAGTGGTGACATTTAGCGTCCTAGTGTACCTTCAGGATTACCCGCAGACTTGT  
86565 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  88795   TCTTTTGAAGTGGTGACATTTAGCGTCCTAGTGTACCTTCAGGATTACCCGCAGACTTGT  
88736 
 
Query  86566   GGGG-aaaaaacattaattaataagatccttaatattaataaatttttaaatgcatttct  
86624 
               |||| ||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  88735   GGGGAAAAAAACATTAATTAATAAGATCCTTAATATTAATAAATTTTTAAATGCATTTCT  
88676 
 
Query  86625   taattaatatttcattaactcattgttttattttaatGGCATTTGAAAACAAATTAAAGT  
86684 
               ||||||||||||||||||||||||||||||||||||||||||||||||| |||||||||| 
Sbjct  88675   TAATTAATATTTCATTAACTCATTGTTTTATTTTAATGGCATTTGAAAATAAATTAAAGT  
88616 
 
Query  86685   GGCCGGTACAATACTTTTAATGAATATTTAATAATAAATTAGCAAATTCTTCTAACTATT  
86744 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  88615   GGCCGGTACAATACTTTTAATGAATATTTAATAATAAATTAGCAAATTCTTCTAACTATT  
88556 
 
Query  86745   TAAAAATGAGGTTAATTAATACTACCACATATTATTAGTGTAACATTTTTTACACGAACA  
86804 
               |||||| |||||||||| |||||| ||||||||||||||||||||||||||||||||||| 
Sbjct  88555   TAAAAACGAGGTTAATTGATACTAGCACATATTATTAGTGTAACATTTTTTACACGAACA  
88496 
 
Query  86805   ATCAAGTACGTTGGCACGTGAAATAAAACAAAATTAGGAGAAAAATATACGAAAATTTAT  
86864 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  88495   ATCAAGTACGTTGGCACGTGAAATAAAACAAAATTAGGAGAAAAATATACGAAAATTTAT  
88436 
 
Query  86865   CACTACTTAGTTCCTGTTGGATTATTTTGTAATAATACTATGATAAAATAAATCACAATT  
86924 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  88435   CACTACTTAGTTCCTGTTGGATTATTTTGTAATAATACTATGATAAAATAAATCACAATT  
88376 
 
Query  86925   AATGGTATATGTAATTTTTAATCCGAACTTTTTAAATATGTGATATTTTGTAATTGATGG  
86984 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  88375   AATGGTATATGTAATTTTTAATCCGAACTTTTTAAATATGTGATATTTTGTAATTGATGG  
88316 
 
Query  86985   GCTGTGTAAAATATATTTACACTATTAGTATATACCAGTTAAATCTTTAACAATTTTAAT  
87044 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
142 
 
Sbjct  88315   GCTGTGTAAAATATATTTACACTATTAGTATATACCAGTTAAATCTTTAACAATTTTAAT  
88256 
 
Query  87045   ATTGAATAGAGTAAGTTTTATATGTCATGTaaaaaaaaaGTCttatattttttatttata  
87104 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  88255   ATTGAATAGAGTAAGTTTTATATGTCATGTAAAAAAAAAGTCTTATATTTTTTATTTATA  
88196 
 
Query  87105   gaaaatgctttagttttaattatatattttttaattttcttttttaGTCAATATCTTAAT  
87164 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  88195   GAAAATGCTTTAGTTTTAATTATATATTTTTTAATTTTCTTTTTTAGTCAATATCTTAAT  
88136 
 
Query  87165   ACTTGCTAACGCATCTTCCACATCTTAAATATAAAATTAAATATATAAAACATTAAATCG  
87224 
               ||||||||||||||||||||||| |||||||||||||||||||||||||||||||||||| 
Sbjct  88135   ACTTGCTAACGCATCTTCCACATTTTAAATATAAAATTAAATATATAAAACATTAAATCG  
88076 
 
Query  87225   TATAATTGtttttttGtataatctattataattataatataataaattaaacattaatta  
87284 
               ||||||||  |||||||||||||||||||||||||||||||||||||||||||| ||||| 
Sbjct  88075   TATAATTG-CTTTTTGTATAATCTATTATAATTATAATATAATAAATTAAACATGAATTA  
88017 
 
Query  87285   atagattaatcattaacattaatGATGAAGGGTTTGGATCattttttaataaaataatta  
87344 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  88016   ATAGATTAATCATTAACATTAATGATGAAGGGTTTGGATCATTTTTTAATAAAATAATTA  
87957 
 
Query  87345   ttttttatgta-ttttttcttaaaaatagaaaaatgtcttgttaataaataaatcatatt  
87403 
               ||||||||||| |||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  87956   TTTTTTATGTATTTTTTTCTTAAAAATAGAAAAATGTCTTGTTAATAAATAAATCATATT  
87897 
 
Query  87404   tacttctttaaaaaaa----TTAGAA-ttttttttAAGTTTAAACTATGTAACCTTCTAT  
87458 
               |||||||| ||||| |    |||||| |||||||||||||||||| | |||||||| ||| 
Sbjct  87896   TACTTCTTAAAAAATATTTTTTAGAATTTTTTTTTAAGTTTAAACAAAGTAACCTTTTAT  
87837 
 
Query  87459   ATTCAAACTTTCATTTTGTCAATCTATGCaaaaaaaaaaaaaaaaTCAATGCGGTTTTAG  
87518 
               |||||||||||||||||||||||||||||    |||||||||||||||||| |||||||| 
Sbjct  87836   ATTCAAACTTTCATTTTGTCAATCTATGC----AAAAAAAAAAAATCAATGTGGTTTTAG  
87781 
 
Query  87519   TACGAATTATTTTAAATATTGATTTTGTAATGACAAGGACAAAAAGAGATCCAAAAAGAA  
87578 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  87780   TACGAATTATTTTAAATATTGATTTTGTAATGACAAGGACAAAAAGAGATCCAAAAAGAA  
87721 
 
143 
 
Query  87579   TTCTTCATGGACTAATTAAATGTGGTCATTCAAAGCTAAATTTTGTATAATTATAATAAT  
87638 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||| ||| 
Sbjct  87720   TTCTTCATGGACTAATTAAATGTGGTCATTCAAAGCTAAATTTTGTATAATTATAAGAAT  
87661 
 
Query  87639   Caaaatgattaatttttccttaatacaaaattgtttaaaaatttgtatattttattaaaa  
87698 
                ||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  87660   -AAAATGATTAATTTTTCCTTAATACAAAATTGTTTAAAAATTTGTATATTTTATTAAAA  
87602 
 
Query  87699   aaatataaaatattagaacgaggtaggactacta----atatatatataactcaaaaata  
87754 
               ||||||||||||||||||||||||||||||||||    |||||||||||||||||||||| 
Sbjct  87601   AAATATAAAATATTAGAACGAGGTAGGACTACTAATATATATATATATAACTCAAAAATA  
87542 
 
Query  87755   tattctcttaaaaaaatcaaatcaatattcaaaattcaTTAGGTATAAtttttttAAGTA  
87814 
               |||||||||||||||||||||||||||||||||||||||||||| ||||||||||||||| 
Sbjct  87541   TATTCTCTTAAAAAAATCAAATCAATATTCAAAATTCATTAGGTCTAATTTTTTTAAGTA  
87482 
 
Query  87815   AAATGCATAAAAAATAATTTTGAAACAGACttttttttACAGGTTGAAACAAGTTTAATT  
87874 
               ||||||||||||||||||||||||||||||||||||||||||||||||||| | |||||| 
Sbjct  87481   AAATGCATAAAAAATAATTTTGAAACAGACTTTTTTTTACAGGTTGAAACAGGCTTAATT  
87422 
 
Query  87875   AGTGCAACAAGTAGGTTTATTAACATTCCTAAATAATGATAGTGATTACATGCATCTCAC  
87934 
               ||||||||||||||||| |||| ||||||||||||||||||| ||||||||||||||||| 
Sbjct  87421   AGTGCAACAAGTAGGTTCATTAGCATTCCTAAATAATGATAGCGATTACATGCATCTCAC  
87362 
 
Query  87935   TTGTTCAAATAAACATGAGTATTGATATTTTAACACTTTTATTTTACAAAGGCAAGAAGA  
87994 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  87361   TTGTTCAAATAAACATGAGTATTGATATTTTAACACTTTTATTTTACAAAGGCAAGAAGA  
87302 
 
Query  87995   CAATATGATGTATAATATTTTTCAAAAGAAAATTAATATAAATTTTTATGAAATACGTAA  
88054 
               |||||||| ||||||||||||||||||||||||||||||||||||||||||||||| ||| 
Sbjct  87301   CAATATGAAGTATAATATTTTTCAAAAGAAAATTAATATAAATTTTTATGAAATACATAA  
87242 
 
Query  88055   TACCATAACaaaaaaaaaaTCTAAACTATCTAAGTTACTACAAATTACAATTAGGTCGAG  
88114 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  87241   TACCATAACAAAAAAAAAATCTAAACTATCTAAGTTACTACAAATTACAATTAGGTCGAG  
87182 
 
Query  88115   TTGTATGTTAATGGCACTGATTTATTACATGTGTTTCGTACTGTAGGAGTGGAAAGATAA  
88174 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
144 
 
Sbjct  87181   TTGTATGTTAATGGCACTGATTTATTACATGTGTTTCGTACTGTAGGAGTGGAAAGATAA  
87122 
 
Query  88175   CTATAAAAAATATAAAGCAATAAGATTAGTAATAATTTAGTCTCTTCCTACATCCATTTA  
88234 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  87121   CTATAAAAAATATAAAGCAATAAGATTAGTAATAATTTAGTCTCTTCCTACATCCATTTA  
87062 
 
Query  88235   AAAGAAATTAATTATCTTTTGGATGCAACATCTATATGGGGACAAATTTTTTATTATCAA  
88294 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  87061   AAAGAAATTAATTATCTTTTGGATGCAACATCTATATGGGGACAAATTTTTTATTATCAA  
87002 
 
Query  88295   ATATAACAAGTAAAAAAGTTATCTAGGGGGCACAATTGTCCTAATTCCTGCATCTGTCTT  
88354 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  87001   ATATAACAAGTAAAAAAGTTATCTAGGGGGCACAATTGTCCTAATTCCTGCATCTGTCTT  
86942 
 
Query  88355   TGATAATAATATTTATAtttttttCTCGTTAGGTGTCttttttttATTGATAGAAATAAA  
88414 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  86941   TGATAATAATATTTATATTTTTTTCTCGTTAGGTGTCTTTTTTTTATTGATAGAAATAAA  
86882 
 
Query  88415   AAATAATATCAAAATTTATAACAGGTGCTCATCTTATTTGATGAGCTAAATATTCTTGAT  
88474 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  86881   AAATAATATCAAAATTTATAACAGGTGCTCATCTTATTTGATGAGCTAAATATTCTTGAT  
86822 
 
Query  88475   TTCTTGTTAGGTGTCTAATATTTGGGAGTCTATTTATCTTTTTTAGGTGAGCATTTGATA  
88534 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  86821   TTCTTGTTAGGTGTCTAATATTTGGGAGTCTATTTATCTTTTTTAGGTGAGCATTTGATA  
86762 
 
Query  88535   CAAACCACTTATCAATAAGATTGAATAATTTGATTATTTT-aaaaaaaaCATAATTAAAT  
88593 
               |||||||||||||||||||||||||||||||||||||||| ||||||||||||||||||| 
Sbjct  86761   CAAACCACTTATCAATAAGATTGAATAATTTGATTATTTTAAAAAAAAACATAATTAAAT  
86702 
 
Query  88594   AAAAGTAATTTTAAGGAGTATACCAGATTAAATAGAGATATAATTATGaataaaaaatat  
88653 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  86701   AAAAGTAATTTTAAGGAGTATACCAGATTAAATAGAGATATAATTATGAATAAAAAATAT  
86642 
 
Query  88654   acatttaaacttaaaataatactatctcttaaagcaataataatttaattgttctaaata  
88713 
               ||||||||||||||||||||||||||||||||| |||||||||||||||||||||||||| 
Sbjct  86641   ACATTTAAACTTAAAATAATACTATCTCTTAAAACAATAATAATTTAATTGTTCTAAATA  
86582 
 
145 
 
Query  88714   ataaaaatcttaaacatagaatcaattgattggaaaaagaaaaagaagcagaaaaagaaT  
88773 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  86581   ATAAAAATCTTAAACATAGAATCAATTGATTGGAAAAAGAAAAAGAAGCAGAAAAAGAAT  
86522 
 
Query  88774   AATTTAGCATGGAAGAACTGAGAACACGGGAATCCAAGTCAATTATTTGGCAAACACGTG  
88833 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  86521   AATTTAGCATGGAAGAACTGAGAACACGGGAATCCAAGTCAATTATTTGGCAAACACGTG  
86462 
 
Query  88834   CATTGATTATCGATTCTGCAACGTCATGGCATCAAGAAATCTGAAGGACCACCTTCCTTG  
88893 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  86461   CATTGATTATCGATTCTGCAACGTCATGGCATCAAGAAATCTGAAGGACCACCTTCCTTG  
86402 
 
Query  88894   GCTGCCTCCCTGGCCAAACCCTTCCATTTCTTTACATTCATTCTCAACTCTCCACTCCCC  
88953 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  86401   GCTGCCTCCCTGGCCAAACCCTTCCATTTCTTTACATTCATTCTCAACTCTCCACTCCCC  
86342 
 
Query  88954   ATCACCTCTTCCGAACACTTGTTAATCTCTTTCTCCTTCTACTTTCCCATCCTCATGATC  
89013 
               |||||||||||||||||||| ||||||||||||||||||||||||||||||||||||||| 
Sbjct  86341   ATCACCTCTTCCGAACACTTTTTAATCTCTTTCTCCTTCTACTTTCCCATCCTCATGATC  
86282 
 
Query  89014   CACCCTCACCCCTATCTTCCACACATTTTCTATCAGTTTAGCATTTGTCTTTTGGTACGA  
89073 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  86281   CACCCTCACCCCTATCTTCCACACATTTTCTATCAGTTTAGCATTTGTCTTTTGGTACGA  
86222 
 
Query  89074   CCACTGAGGAAACACCACCATGGGCACCCCCGAAACCTAGCTCTCCATGGTCGAATTCCA  
89133 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  86221   CCACTGAGGAAACACCACCATGGGCACCCCCGAAACCTAGCTCTCCATGGTCGAATTCCA  
86162 
 
Query  89134   ACCACAGTGCGTCACAAAACAACCCACTGAACCTCCACCTGAGAACAACActtcaccaac  
89193 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  86161   ACCACAGTGCGTCACAAAACAACCCACTGAACCTCCACCTGAGAACAACACTTCACCAAC  
86102 
 
Query  89194   ttccccttctcttccaactcctctcaaacacacctcctccccttcttcttcctctttcac  
89253 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  86101   TTCCCCTTCTCTTCCAACTCCTCTCAAACACACCTCCTCCCCTTCTTCTTCCTCTTTCAC  
86042 
 
Query  89254   tctAATCACCCACAAGAATGGAAAACCAGAATCTAACAAAGCACTTGCAATTTCCTCCGT  
89313 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
146 
 
Sbjct  86041   TCTAATCACCCACAAGAATGGAAAACCAGAATCTAACAAAGCACTTGCAATTTCCTCCGT  
85982 
 
Query  89314   TTGTCTCTTAGACAACACAAAGTAGCTCCCAAATGAAATGTAAACCACGGACTTGTCTTC  
89373 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  85981   TTGTCTCTTAGACAACACAAAGTAGCTCCCAAATGAAATGTAAACCACGGACTTGTCTTC  
85922 
 
Query  89374   CTTTGAGTCAAGCCACTCAACGTAACCATTTGAAACCGGTAACAAGTCACCACCCAAGGA  
89433 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  85921   CTTTGAGTCAAGCCACTCAACGTAACCATTTGAAACCGGTAACAAGTCACCACCCAAGGA  
85862 
 
Query  89434   AGTATCTTCGGGGTCCTTTCCATCCAAGAATtatatatatatatatatatatatatatat  
89493 
               ||||||||||||||||||||||||||||||||||||||||||||||||||||         
Sbjct  85861   AGTATCTTCGGGGTCCTTTCCATCCAAGAATTATATATATATATATATATAT--------  
85810 
 
Query  89494   atatatatatatatatatatatatatataAGAGTACAAATAAAATATATGTGAACTCATC  
89553 
                                             ||||||||||||| |||||||||||||||| 
Sbjct  85809   ------------------------------GAGTACAAATAAAGTATATGTGAACTCATC  
85780 
 
Query  89554   ATTTAGTCTTATCATTTTATTTACTACTTGTATAAATTAAATAGATATGCTTGTCAAGGA  
89613 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  85779   ATTTAGTCTTATCATTTTATTTACTACTTGTATAAATTAAATAGATATGCTTGTCAAGGA  
85720 
 
Query  89614   GAGCCAACAAACATGCACGATATATAGAAACTATATTCAAATTTTAGTGCAATTATAATG  
89673 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  85719   GAGCCAACAAACATGCACGATATATAGAAACTATATTCAAATTTTAGTGCAATTATAATG  
85660 
 
Query  89674   CATCATATGTGCTTACTTGGATCTTGTGTTTAACTTCAACAAATATGCACGATAGAAACT  
89733 
               |||||||||||||| ||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  85659   CATCATATGTGCTTGCTTGGATCTTGTGTTTAACTTCAACAAATATGCACGATAGAAACT  
85600 
 
Query  89734   AGATTCAAATTTTAGGTTCCATAGTATTTTTACATGAAATTATTTAAGTGTCTGATATAA  
89793 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  85599   AGATTCAAATTTTAGGTTCCATAGTATTTTTACATGAAATTATTTAAGTGTCTGATATAA  
85540 
 
Query  89794   TCATACATGttatttttattatttatggggtttaatttaattttaC-aaaaaaaaGGTAT  
89852 
               |||||||||||||||||||||||||||||||||||||||||||||| ||||||||||||| 
Sbjct  85539   TCATACATGTTATTTTTATTATTTATGGGGTTTAATTTAATTTTACAAAAAAAAAGGTAT  
85480 
 
147 
 
Query  89853   TACAATGTACAAATATTCACTAGTTGCATATTCAATCTTAAAATTTATTTGAAAATTCAT  
89912 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  85479   TACAATGTACAAATATTCACTAGTTGCATATTCAATCTTAAAATTTATTTGAAAATTCAT  
85420 
 
Query  89913   CAATCAGCTTGTTTGGATTTTGTGTTTAGCTATCATATATAGCAACTAAAATATATTTTA  
89972 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  85419   CAATCAGCTTGTTTGGATTTTGTGTTTAGCTATCATATATAGCAACTAAAATATATTTTA  
85360 
 
Query  89973   ATTTGTGTGTATGTTTTATTTCATAGTTAATTATAAATTGACTTACGTGATGCTATAACT  
90032 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  85359   ATTTGTGTGTATGTTTTATTTCATAGTTAATTATAAATTGACTTACGTGATGCTATAACT  
85300 
 
Query  90033   AAGGTATGACCTTGCAAGTTATTAATTAGTGTATATGGAATTAAAGTATTTATTTGATAG  
90092 
               ||||||||||||| |||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  85299   AAGGTATGACCTTCCAAGTTATTAATTAGTGTATATGGAATTAAAGTATTTATTTGATAG  
85240 
 
Query  90093   TTATTTGAAATGATATTTTATAAATATGTGTGAATTGGTTATCATCCTTTAGGAAGTAAT  
90152 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||| | 
Sbjct  85239   TTATTTGAAATGATATTTTATAAATATGTGTGAATTGGTTATCATCCTTTAGGAAGTAGT  
85180 
 
Query  90153   GACAATTTATGTTTTATTTTGAGAATTGAATATGTACGAGACACCTTCATTTGGGATGGA  
90212 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  85179   GACAATTTATGTTTTATTTTGAGAATTGAATATGTACGAGACACCTTCATTTGGGATGGA  
85120 
 
Query  90213   GATGAAGTTATAGATACCTCCATCTAGGATGAAGAAGAGATTTTGAATACTTTCATATAT  
90272 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  85119   GATGAAGTTATAGATACCTCCATCTAGGATGAAGAAGAGATTTTGAATACTTTCATATAT  
85060 
 
Query  90273   GATAAGAAAAGCAGTGAGACATTACTGCATGAATATGAACTCATAGACCATTTGAAGAAT  
90332 
               |||||||||||||||||||| ||||||||||||||||||||||||||||||||||||||| 
Sbjct  85059   GATAAGAAAAGCAGTGAGACGTTACTGCATGAATATGAACTCATAGACCATTTGAAGAAT  
85000 
 
Query  90333   CTGAGACTCACACTAATTCTGAGAACCAAAGAGTTAAATCTAGTGACTCTGGAAATCACA  
90392 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  84999   CTGAGACTCACACTAATTCTGAGAACCAAAGAGTTAAATCTAGTGACTCTGGAAATCACA  
84940 
 
Query  90393   ACATATGTTAGTGATAATTGTTTGTTCAAGAATTGAATGCAGTGAAgtgttgatgtttat  
90452 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
148 
 
Sbjct  84939   ACATATGTTAGTGATAATTGTTTGTTCAAGAATTGAATGCAGTGAAGTGTTGATGTTTAT  
84880 
 
Query  90453   ttacttgaatattttttgttttgttgtgtgaataaatttgtgatcattttATAACTATAT  
90512 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  84879   TTACTTGAATATTTTTTGTTTTGTTGTGTGAATAAATTTGTGATCATTTTATAACTATAT  
84820 
 
Query  90513   ATATGTATGTGTGCATTTAATTTATTGTTGCGAATATCATGGTTGAAtttttttATTATT  
90572 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  84819   ATATGTATGTGTGCATTTAATTTATTGTTGCGAATATCATGGTTGAATTTTTTTATTATT  
84760 
 
Query  90573   ATCTGTTGCAACCTACCCTTCGACGGGAGGGGTGAGGCGAGACTCAAGGATGCGTCTTCC  
90632 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  84759   ATCTGTTGCAACCTACCCTTCGACGGGAGGGGTGAGGCGAGACTCAAGGATGCGTCTTCC  
84700 
 
Query  90633   AAAAAGAAAAACACGCGGGAGTCGCCACCAACGTTTATTCGAGGAAAACGTTAGAAAAAC  
90692 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  84699   AAAAAGAAAAACACGCGGGAGTCGCCACCAACGTTTATTCGAGGAAAACGTTAGAAAAAC  
84640 
 
Query  90693   C-AAAAGGGGGATCTGCGAATTTTGAAAATAAGGGTACGGGAGTTATTTACGAGCGAAAA  
90751 
               | ||||||||||| |||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  84639   CAAAAAGGGGGATATGCGAATTTTGAAAATAAGGGTACGGGAGTTATTTACGAGCGAAAA  
84580 
 
Query  90752   AGGTATTAACACCCCACGTGTTCGTCACAGGGGACGACAACCTTTAATCGAATGTGCAAA  
90811 
               |||||||||||||||||||||||||||||||||| ||||||||||||||||||||||||| 
Sbjct  84579   AGGTATTAACACCCCACGTGTTCGTCACAGGGGATGACAACCTTTAATCGAATGTGCAAA  
84520 
 
Query  90812   AACGTGACTTCAATATTACTTATTTTCCCTTTTTATGCTTCTTTATTTTTTCGGGTCGAC  
90871 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  84519   AACGTGACTTCAATATTACTTATTTTCCCTTTTTATGCTTCTTTATTTTTTCGGGTCGAC  
84460 
 
Query  90872   AAAGGCGTTGCCCTTGCTCCTACGTATCCTCAAGTGCGATGAGAAACTCAGACCTACATA  
90931 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  84459   AAAGGCGTTGCCCTTGCTCCTACGTATCCTCAAGTGCGATGAGAAACTCAGACCTACATA  
84400 
 
Query  90932   GTTCTTAAAACAAGAAAATTGCGTGTCGAGTTGATTTTAAACTTTTGAAAAGTTCATTCG  
90991 
               ||||||||||||||||||||||||||||||||||||||||||||||||||| |||||||| 
Sbjct  84399   GTTCTTAAAACAAGAAAATTGCGTGTCGAGTTGATTTTAAACTTTTGAAAAATTCATTCG  
84340 
 
149 
 
Query  90992   AACCAACAAAAATAAAAGAGACCATTAAGGCCTTGGACCTTGAACGGATTTAAGTGAATT  
91051 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  84339   AACCAACAAAAATAAAAGAGACCATTAAGGCCTTGGACCTTGAACGGATTTAAGTGAATT  
84280 
 
Query  91052   TTGCGGATAAAAAGCTCGGTTACATGTTGATTTTAACTTGATTTCACTTATTAAACTTCA  
91111 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  84279   TTGCGGATAAAAAGCTCGGTTACATGTTGATTTTAACTTGATTTCACTTATTAAACTTCA  
84220 
 
Query  91112   AACTAATTAAAAGATGTTTGGTGACGTAAATGACCGGTCAAAACTCACTTTACCAAAAGA  
91171 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  84219   AACTAATTAAAAGATGTTTGGTGACGTAAATGACCGGTCAAAACTCACTTTACCAAAAGA  
84160 
 
Query  91172   AAATAGATTACAAATAGTAGAAGAATGAGATGAAGATGCATGAATCGACAAAGAAGACCC  
91231 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  84159   AAATAGATTACAAATAGTAGAAGAATGAGATGAAGATGCATGAATCGACAAAGAAGACCC  
84100 
 
Query  91232   TTATGGGTGCATAGATTGAATTGAAATACTTAAAATAAATACTAACCGGATGACGAACGA  
91291 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  84099   TTATGGGTGCATAGATTGAATTGAAATACTTAAAATAAATACTAACCGGATGACGAACGA  
84040 
 
Query  91292   AGAACGATGTGAAAATCGATTACGATCGTGATTCGGTAGCACCTCGACCTTGtttttcct  
91351 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  84039   AGAACGATGTGAAAATCGATTACGATCGTGATTCGGTAGCACCTCGACCTTGTTTTTCCT  
83980 
 
Query  91352   ttatttcttcttcttttcttcaaatttcactaaatcctttcaatatttGAAGGTTGAACC  
91411 
               |||||||||||||||||||||||||||||||||||||||||||||| |||||| |||||| 
Sbjct  83979   TTATTTCTTCTTCTTTTCTTCAAATTTCACTAAATCCTTTCAATATCTGAAGGCTGAACC  
83920 
 
Query  91412   CTTTCTTTCAGCCCCTCATGCCTATTTATAGGAAATGAGGGGACTTAGTTGATCTGGAGC  
91471 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  83919   CTTTCTTTCAGCCCCTCATGCCTATTTATAGGAAATGAGGGGACTTAGTTGATCTGGAGC  
83860 
 
Query  91472   TCACCCAAGCGAGCTGTTGCTTCAACCTGAAGTAACCTTGCTCGTCCAGGCGAGCTAGTT  
91531 
               ||||||||||||| ||||||||||||||||||||||||||||||||||| |||||||||| 
Sbjct  83859   TCACCCAAGCGAGTTGTTGCTTCAACCTGAAGTAACCTTGCTCGTCCAGACGAGCTAGTT  
83800 
 
Query  91532   ACTTCACCCCTAAACTATTTAGGGGCCTAGGTGAGCCAGAGACTAGCCTGAGCGAGTCAG  
91591 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
150 
 
Sbjct  83799   ACTTCACCCCTAAACTATTTAGGGGCCTAGGTGAGCCAGAGACTAGCCTGAGCGAGTCAG  
83740 
 
Query  91592   GGGTCTGAAAAAGCCTCAAAATGATCCTTTTGTCCTTCCATTTGGGCATTTTTTGCATTC  
91651 
               |||||||||||||||| ||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  83739   GGGTCTGAAAAAGCCTTAAAATGATCCTTTTGTCCTTCCATTTGGGCATTTTTTGCATTC  
83680 
 
Query  91652   TTTACTGAAATGTCGAATAATCTTCCGTCTTACATAGCAACTGGTGTCGAACAATTCAAT  
91711 
               |||||||||||||||||||||||||||||||||| | ||||||||||||||||||||||| 
Sbjct  83679   TTTACTGAAATGTCGAATAATCTTCCGTCTTACACAACAACTGGTGTCGAACAATTCAAT  
83620 
 
Query  91712   TTGACAATGGAGAATCAAAACGTTGACGAATGATAGTCCTAGTACGAAATTAGGATATGA  
91771 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  83619   TTGACAATGGAGAATCAAAACGTTGACGAATGATAGTCCTAGTACGAAATTAGGATATGA  
83560 
 
Query  91772   CATTATTAAGAGAATTAAAAACTTACttttttgttactttaactttgtaaatgtttatat  
91831 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  83559   CATTATTAAGAGAATTAAAAACTTACTTTTTTGTTACTTTAACTTTGTAAATGTTTATAT  
83500 
 
Query  91832   ttaagaataaaattatttatttatataattaaatatttattataatacttgacatatttt  
91891 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  83499   TTAAGAATAAAATTATTTATTTATATAATTAAATATTTATTATAATACTTGACATATTTT  
83440 
 
Query  91892   caaccattgaaatttttagatttttattttatacatttttCTCACTTAACGTAGAGCGTT  
91951 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  83439   CAACCATTGAAATTTTTAGATTTTTATTTTATACATTTTTCTCACTTAACGTAGAGCGTT  
83380 
 
Query  91952   ACATATACTTTTTTAATGTTTTGATGATGTAACATACTATTTAATCTCGTGATTATAATG  
92011 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  83379   ACATATACTTTTTTAATGTTTTGATGATGTAACATACTATTTAATCTCGTGATTATAATG  
83320 
 
Query  92012   CAAAAGCATTAGCTAGCTAGCATTTGAACGCAATTCTTTCAGGTAACTTATAGTTATAAG  
92071 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  83319   CAAAAGCATTAGCTAGCTAGCATTTGAACGCAATTCTTTCAGGTAACTTATAGTTATAAG  
83260 
 
Query  92072   TTCTAATTAAACATAATTTATTTCAAAGTTCAAGACAATGCTATATTTAACTATTTATGA  
92131 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  83259   TTCTAATTAAACATAATTTATTTCAAAGTTCAAGACAATGCTATATTTAACTATTTATGA  
83200 
 
151 
 
Query  92132   AGGTTATCATACTAAGGTAAAACGTCTTTTTATGTTTTAACAGGAAGCAAGAATAAATGT  
92191 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  83199   AGGTTATCATACTAAGGTAAAACGTCTTTTTATGTTTTAACAGGAAGCAAGAATAAATGT  
83140 
 
Query  92192   AtttttttCTTGGATGGAGAAAGAATAATAGGCCATGCATCTCTTCGTAATGGAATGATC  
92251 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  83139   ATTTTTTTCTTGGATGGAGAAAGAATAATAGGCCATGCATCTCTTCGTAATGGAATGATC  
83080 
 
Query  92252   TTACATCATCAATTTTTACTGAGATCCAACATGTTGTGGCCAGGGAAGTTGTTAAGGTGA  
92311 
               ||||| |||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  83079   TTACACCATCAATTTTTACTGAGATCCAACATGTTGTGGCCAGGGAAGTTGTTAAGGTGA  
83020 
 
Query  92312   AATAAAATAGAATGAAAGGCAAATATTTGAATTAAATTATTTGTTAGGTAAGGTTTGTCT  
92371 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||| ||| 
Sbjct  83019   AATAAAATAGAATGAAAGGCAAATATTTGAATTAAATTATTTGTTAGGTAAGGTTTCTCT  
82960 
 
Query  92372   AAGAATAAAATAACTAAAATTTAAGTTCTAGGTTTACCAATAAAAAATAtttttttATTA  
92431 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  82959   AAGAATAAAATAACTAAAATTTAAGTTCTAGGTTTACCAATAAAAAATATTTTTTTATTA  
82900 
 
Query  92432   GTTTTTATaaaaaaaaaaGTCTCATATTTTGACAAAAATATCATATATGATGTCAAAAAG  
92491 
               |||||||| ||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  82899   GTTTTTAT-AAAAAAAAAGTCTCATATTTTGACAAAAATATCATATATGATGTCAAAAAG  
82841 
 
Query  92492   GCCAAAAGGtttttttAAAACTAATTTTTAGGTTTCCTTTATCATTGAGTCAGCTTCTAT  
92551 
               |||||||||||||||| ||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  82840   GCCAAAAGGTTTTTTTTAAACTAATTTTTAGGTTTCCTTTATCATTGAGTCAGCTTCTAT  
82781 
 
Query  92552   GTAAGGTACGAGaaaaaaaaGATGGTTACTAAAAATACTATTTTGACCTTGTACATGATA  
92611 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  82780   GTAAGGTACGAGAAAAAAAAGATGGTTACTAAAAATACTATTTTGACCTTGTACATGATA  
82721 
 
Query  92612   TTTTACTAATTCTATGATTTGGCTATTTCATCAATAAACTCTATTATGAACCATaaaaca  
92671 
               ||||||||||||||||||||||||||||||||| |||||||||||||||||||||||||| 
Sbjct  82720   TTTTACTAATTCTATGATTTGGCTATTTCATCAGTAAACTCTATTATGAACCATAAAACA  
82661 
 
Query  92672   aaaataaacaaaaaGGGGGGAGGGGAGCATATGTACCAAAAGAAGACCACAAGCGAGCTT  
92731 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
152 
 
Sbjct  82660   AAAATAAACAAAAAGGGGGGAGGGGAGCATATGTACCAAAAGAAGACCACAAGCGAGCTT  
82601 
 
Query  92732   aaaaaaaGAAGCATGCCCTATGATGGTAAGATTGTTCCATGCAGTGATTGGCAAGGAAAC  
92791 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  82600   AAAAAAAGAAGCATGCCCTATGATGGTAAGATTGTTCCATGCAGTGATTGGCAAGGAAAC  
82541 
 
Query  92792   CAGAAAGCATGCAAGCTTTGGAAATATGAATAGGGAAACCAGATCCAGATGCATTGATTG  
92851 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  82540   CAGAAAGCATGCAAGCTTTGGAAATATGAATAGGGAAACCAGATCCAGATGCATTGATTG  
82481 
 
Query  92852   CATATATTGGTGACAAAAAATGTTAGGCAAATTAAGTAGCGAATCCCGTTTGGATAGTGA  
92911 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  82480   CATATATTGGTGACAAAAAATGTTAGGCAAATTAAGTAGCGAATCCCGTTTGGATAGTGA  
82421 
 
Query  92912   CAAGTATGTGCCAACTACCAACGTAAGATGTTAATTAGAGTTTTACATGAAACTACGAAT  
92971 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  82420   CAAGTATGTGCCAACTACCAACGTAAGATGTTAATTAGAGTTTTACATGAAACTACGAAT  
82361 
 
Query  92972   AATCTATACCTACTGCAGGACTATGAGGGACGGAAAATTAAACCTCAGTGTGCAGGGTGT  
93031 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  82360   AATCTATACCTACTGCAGGACTATGAGGGACGGAAAATTAAACCTCAGTGTGCAGGGTGT  
82301 
 
Query  93032   GGAAATGCTATTAAGCGTGAGATTTTGCAATTATGACTTTTGTTGCGTGTTTACAAATTT  
93091 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  82300   GGAAATGCTATTAAGCGTGAGATTTTGCAATTATGACTTTTGTTGCGTGTTTACAAATTT  
82241 
 
Query  93092   TCTTATTCTGATTTGTGCCATTATTTTCTATAAGCAATTATGTTCAGCTTGGGACTTGAA  
93151 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  82240   TCTTATTCTGATTTGTGCCATTATTTTCTATAAGCAATTATGTTCAGCTTGGGACTTGAA  
82181 
 
Query  93152   CATAGCTTAATGGCCTTCATGTATAAACAATATATGATAACAAAATTAAAAGaaaaaaaa  
93211 
               ||||||||||||||||||||||||||||||||||||||||||||||||||||  |||||| 
Sbjct  82180   CATAGCTTAATGGCCTTCATGTATAAACAATATATGATAACAAAATTAAAAG--AAAAAA  
82123 
 
Query  93212   aaaaaaaCAACTTCCAGCTAGGCACCAAAAGATTGTAATGGAGCTTTGAAGAGCATAAAT  
93271 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  82122   AAAAAAACAACTTCCAGCTAGGCACCAAAAGATTGTAATGGAGCTTTGAAGAGCATAAAT  
82063 
 
153 
 
Query  93272   TATTGCGTTATCAGTATAAGATGGACGATTGTGTTGAATTTATGCACTAAACTGCAGAAT  
93331 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  82062   TATTGCGTTATCAGTATAAGATGGACGATTGTGTTGAATTTATGCACTAAACTGCAGAAT  
82003 
 
Query  93332   CACTAtttttttttATTGAAATGGCCTTTATGGACGATTAAGTGATGATATTATGATTGA  
93391 
               ||||| ||||||| |||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  82002   CACTA-TTTTTTTGATTGAAATGGCCTTTATGGACGATTAAGTGATGATATTATGATTGA  
81944 
 
Query  93392   AAATTAGCGATAATCACGACCTCATCATATTTAGAAAAGGAAAAGTTGCCCTTTTCCATT  
93451 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  81943   AAATTAGCGATAATCACGACCTCATCATATTTAGAAAAGGAAAAGTTGCCCTTTTCCATT  
81884 
 
Query  93452   AGCTGTTTGTCATCACTTAACTGCAGAATCACTAtttttttGGTAACCAATTGATCTCCT  
93511 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  81883   AGCTGTTTGTCATCACTTAACTGCAGAATCACTATTTTTTTGGTAACCAATTGATCTCCT  
81824 
 
Query  93512   CAGCGGATGTTTTTCATCTACATAAAGATTAAATTTTTGGCCACTACTTAAGAGAAAATA  
93571 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  81823   CAGCGGATGTTTTTCATCTACATAAAGATTAAATTTTTGGCCACTACTTAAGAGAAAATA  
81764 
 
Query  93572   TATATATCAATTATAACACAAAATTACTACTCATGGAGTCATGGCTCATTTAGATATTTT  
93631 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  81763   TATATATCAATTATAACACAAAATTACTACTCATGGAGTCATGGCTCATTTAGATATTTT  
81704 
 
Query  93632   TAAATTTCAAACTAATATAGAAGAAATTTCACTTGATTCTCAGTCATGCAAATGCAATAA  
93691 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  81703   TAAATTTCAAACTAATATAGAAGAAATTTCACTTGATTCTCAGTCATGCAAATGCAATAA  
81644 
 
Query  93692   TAgaaaagaaaaatgaaacggacaggaaaattcaaaaacggaaaaGCTGATGTGACAGCC  
93751 
               |||||||||||||||||||||||||||||||||| ||||||||||||||||||||||||| 
Sbjct  81643   TAGAAAAGAAAAATGAAACGGACAGGAAAATTCAGAAACGGAAAAGCTGATGTGACAGCC  
81584 
 
Query  93752   ATATGGTCAAACTTCAACATCATCTAAAAAAGCCCTTAGATTCTTATCCGAAGAGCCACC  
93811 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  81583   ATATGGTCAAACTTCAACATCATCTAAAAAAGCCCTTAGATTCTTATCCGAAGAGCCACC  
81524 
 
Query  93812   TTCCTTGACAGCTTCCCTGGCCAGTCCCCTCCACTTTTCTGCATTGTTTCTCAATTCTTG  
93871 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
154 
 
Sbjct  81523   TTCCTTGACAGCTTCCCTGGCCAGTCCCCTCCACTTTTCTGCATTGTTTCTCAATTCTTG  
81464 
 
Query  93872   TCCTTTCTCTCCACTCCCCATCACCTCTTCCAAACACCGCCTAATTTCTTCATTTTCTAC  
93931 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  81463   TCCTTTCTCTCCACTCCCCATCACCTCTTCCAAACACCGCCTAATTTCTTCATTTTCTAC  
81404 
 
Query  93932   TATGCCATCCTCATTCACCTGTTTATCCACTCTCACCCCTGTCTTCCACACATCTTCTAT  
93991 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  81403   TATGCCATCCTCATTCACCTGTTTATCCACTCTCACCCCTGTCTTCCACACATCTTCTAT  
81344 
 
Query  93992   TAGCTTCGCATTAGTCTTCTGTTCCACCCACTGAGGAAATGCCACCATAGGAACCCCAGA  
94051 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  81343   TAGCTTCGCATTAGTCTTCTGTTCCACCCACTGAGGAAATGCCACCATAGGAACCCCAGA  
81284 
 
Query  94052   TGCCAAGCTT  94061 
               |||||||||| 
Sbjct  81283   TGCCAAGCTT  81274 
 
 
Range 3: 121857 to 136044Graphics Next Match Previous Match First Match  
Alignment statistics for match #3 
Score Expect Identities Gaps Strand 
24561 bits(27238) 0.0 13992/14249(98%) 111/14249(0%) Plus/Minus 
Query  40297   TTTTGTGAAGTTAAAAGAGAGTATTACATAACATTTAAAAATTATGATTCTATACTAATT  
40356 
               |||| |||  |||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  136044  TTTTATGACATTAAAAGAGAGTATTACATAACATTTAAAAATTATGATTCTATACTAATT  
135985 
 
Query  40357   TCTAGATTAAGGTTTATTCTCTGTTCTGAGAATATCTGAAATGCTACATTTATTATCTAC  
40416 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  135984  TCTAGATTAAGGTTTATTCTCTGTTCTGAGAATATCTGAAATGCTACATTTATTATCTAC  
135925 
 
Query  40417   AGAGTCCTGAATCTGTTTATGTTTTCAATGTTGATGTAACATGTTAGACTGATTCTGCCA  
40476 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  135924  AGAGTCCTGAATCTGTTTATGTTTTCAATGTTGATGTAACATGTTAGACTGATTCTGCCA  
135865 
 
Query  40477   CACTTCTGATTTTATGACATTAAAAGGAGTCTACACAAttttttttATCACACCAGATTT  
40536 
               ||||||||||||||||||||||||||||||||||||||||||||||||||||||||| || 
Sbjct  135864  CACTTCTGATTTTATGACATTAAAAGGAGTCTACACAATTTTTTTTATCACACCAGAATT  
135805 
 
155 
 
Query  40537   CTATACTAATTTCTAGATTAAGGAGTCTACTCTCTTTTATGACATTAAAAGAGAGTATTA  
40596 
               ||||||||||||||||||||||||||||||||| |||||||||||||||||||||||||| 
Sbjct  135804  CTATACTAATTTCTAGATTAAGGAGTCTACTCTTTTTTATGACATTAAAAGAGAGTATTA  
135745 
 
Query  40597   CATAACATTTAAAAATTATGATTCTATACTAATTTCTAGATTAAGGTTTATTCTCTGTTC  
40656 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  135744  CATAACATTTAAAAATTATGATTCTATACTAATTTCTAGATTAAGGTTTATTCTCTGTTC  
135685 
 
Query  40657   TGAGAATATCTGAAATGCTACATTTATTATCTACAGAGTCCTGAATCTGTTTATGTTTTC  
40716 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  135684  TGAGAATATCTGAAATGCTACATTTATTATCTACAGAGTCCTGAATCTGTTTATGTTTTC  
135625 
 
Query  40717   AATGTTGATGTAACATGTTAGACTGATTCTGCCACACTTCTGATTTTATGACATTAAAAG  
40776 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  135624  AATGTTGATGTAACATGTTAGACTGATTCTGCCACACTTCTGATTTTATGACATTAAAAG  
135565 
 
Query  40777   GAGTCTACACAAttttttttATCACACCAGAATTTTTTCATGTATTGTTGGTTGATAGGC  
40836 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  135564  GAGTCTACACAATTTTTTTTATCACACCAGAATTTTTTCATGTATTGTTGGTTGATAGGC  
135505 
 
Query  40837   TTGCAGTCATGCTATTAAATATTGATAATCATCTTTCGAATAATGGGGTTTTAGTATGTT  
40896 
               ||||||||||| |||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  135504  TTGCAGTCATGTTATTAAATATTGATAATCATCTTTCGAATAATGGGGTTTTAGTATGTT  
135445 
 
Query  40897   AAGGCAGCATTCAATGTATTTGCTGAGAAAATTCTGCATTGGCTTTCTGACATCTTAAtt  
40956 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  135444  AAGGCAGCATTCAATGTATTTGCTGAGAAAATTCTGCATTGGCTTTCTGACATCTTAATT  
135385 
 
Query  40957   ttttttCTGTCCGATATTTCTCCCTTACCAAGAATTTTGGATTTGTTAACACATTGATGA  
41016 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  135384  TTTTTTCTGTCCGATATTTCTCCCTTACCAAGAATTTTGGATTTGTTAACACATTGATGA  
135325 
 
Query  41017   TAGCGATTCATTCTGCTTAACGTGCAACTAACCTCCAGAGTCCAGACCTCCCCTTCCCCT  
41076 
               ||| |||||||| ||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  135324  TAGGGATTCATTTTGCTTAACGTGCAACTAACCTCCAGAGTCCAGACCTCCCCTTCCCCT  
135265 
 
Query  41077   GAAAAAAGGGTTTCTTCTACTGCAAGTAGCATTTTATACTTACATATTAACTGCTGTAAA  
41136 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
156 
 
Sbjct  135264  GAAAAAAGGGTTTCTTCTACTGCAAGTAGCATTTTATACTTACATATTAACTGCTGTAAA  
135205 
 
Query  41137   ATACTAAAATTATTCGACATTCTTGTTATTGTTGAATTGTAATACAGGTGGACTTACAAT  
41196 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  135204  ATACTAAAATTATTCGACATTCTTGTTATTGTTGAATTGTAATACAGGTGGACTTACAAT  
135145 
 
Query  41197   GACCCACTTCGTGCAAAGTATAATGACAAAATGGCAGCAATGAATGCACCTATAGTAAAA  
41256 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  135144  GACCCACTTCGTGCAAAGTATAATGACAAAATGGCAGCAATGAATGCACCTATAGTAAAA  
135085 
 
Query  41257   CCTAAAGGAAGCAAGAAGTTGAAAGATTGGGAATCTAGGGAATCTGGATGAACTTGAAGT  
41316 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  135084  CCTAAAGGAAGCAAGAAGTTGAAAGATTGGGAATCTAGGGAATCTGGATGAACTTGAAGT  
135025 
 
Query  41317   TACAAAACTATGCATGAAGATATAGTCCTTTCAGTTATAGCTCACGGATTAATACCAGAT  
41376 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  135024  TACAAAACTATGCATGAAGATATAGTCCTTTCAGTTATAGCTCACGGATTAATACCAGAT  
134965 
 
Query  41377   TAGATATCACCTTATCCTATGTATGCTTGTGTTCTGTCTTAATACAGAATGTAAAGTAGT  
41436 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  134964  TAGATATCACCTTATCCTATGTATGCTTGTGTTCTGTCTTAATACAGAATGTAAAGTAGT  
134905 
 
Query  41437   TCATCACGGCTCAAGCATGTTATGGATCTTGGAAGGCAGTTCGTGCAGATTGTGATAGGA  
41496 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  134904  TCATCACGGCTCAAGCATGTTATGGATCTTGGAAGGCAGTTCGTGCAGATTGTGATAGGA  
134845 
 
Query  41497   GTTCATCACTAGTTTATTCGGATATTCTTCCCCAGTTAATGAATCCTAGCTGATTTGAAG  
41556 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  134844  GTTCATCACTAGTTTATTCGGATATTCTTCCCCAGTTAATGAATCCTAGCTGATTTGAAG  
134785 
 
Query  41557   TCCTGCCAGCCTAGCCTAATGTCTTCAAGCGCTTATGACTGACTTTCTTTGTATTTTGTC  
41616 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  134784  TCCTGCCAGCCTAGCCTAATGTCTTCAAGCGCTTATGACTGACTTTCTTTGTATTTTGTC  
134725 
 
Query  41617   ACCATTTTGACTTTATTACTAGCTGGCTATGAGGATTTTATTGAGTTTGCTGCCCATTGA  
41676 
               |||||||||||||||||||||||||||||| ||||||||||||||||||||||||||||| 
Sbjct  134724  ACCATTTTGACTTTATTACTAGCTGGCTATTAGGATTTTATTGAGTTTGCTGCCCATTGA  
134665 
 
157 
 
Query  41677   TGCTTCAGGAGCCACTGTTTTACAATTTAAGATCATTTATACGTGCAACTTCGATACTGA  
41736 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  134664  TGCTTCAGGAGCCACTGTTTTACAATTTAAGATCATTTATACGTGCAACTTCGATACTGA  
134605 
 
Query  41737   CTGGAACTCCCAAGAGTGACACTTCAATTGGTG------TACTAGTATATGTAGCATAAA  
41790 
               |||||||||||||||||||||||||||||||||      ||||||||||||||||||||| 
Sbjct  134604  CTGGAACTCCCAAGAGTGACACTTCAATTGGTGACGGTGTACTAGTATATGTAGCATAAA  
134545 
 
Query  41791   CTTCCATGTTAGGGTAATCTTTTAGCTTAACAAAGGGGCATATTGAAAGTTATTCATGTT  
41850 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  134544  CTTCCATGTTAGGGTAATCTTTTAGCTTAACAAAGGGGCATATTGAAAGTTATTCATGTT  
134485 
 
Query  41851   CAACCCGCCGCTGCTTGTTTGTTTACTGGAGTTAATTTGACTAGTCAATCATTCCaaaaa  
41910 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||| ||||| 
Sbjct  134484  CAACCCGCCGCTGCTTGTTTGTTTACTGGAGTTAATTTGACTAGTCAATCATTCAAAAAA  
134425 
 
Query  41911   aaaaTTTAATTAGAGTAATTTTTCTGTCTAttttttt-GGGCTATTTCTAACAGATTAAA  
41969 
               ||||   |||||||||||||||||||||||||||||| |||||||||||||||||||||| 
Sbjct  134424  AAAAAAAAATTAGAGTAATTTTTCTGTCTATTTTTTTTGGGCTATTTCTAACAGATTAAA  
134365 
 
Query  41970   ATGTGTTCCTTCGAAAATAATTTCTTAAATGAGCAATTTTCAGGAGAGAAGAGCGTTCTT  
42029 
               ||||| |||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  134364  ATGTGGTCCTTCGAAAATAATTTCTTAAATGAGCAATTTTCAGGAGAGAAGAGCGTTCTT  
134305 
 
Query  42030   TATAGCATCCCACAAATAAAGCAAAGAGGAAAGGGATAAATGGAAATAAATTAACACTAG  
42089 
               |||||| |||||||||||||||| |||| ||||||||||||||||||||||||||||||| 
Sbjct  134304  TATAGCTTCCCACAAATAAAGCAGAGAGAAAAGGGATAAATGGAAATAAATTAACACTAG  
134245 
 
Query  42090   TTTTTGTTACAAATGTTCTAGGTAATTAGTTTCTTGAAATTTTAAAATAAGGAGAAAGAT  
42149 
               ||||||||||||||||||||||||||||||||||||  |||||||||||||||||||||  
Sbjct  134244  TTTTTGTTACAAATGTTCTAGGTAATTAGTTTCTTGGGATTTTAAAATAAGGAGAAAGAA  
134185 
 
Query  42150   GTCTATCTATTCCTCATCTCTTTCACTCACTTGGATACTTTTTATTCCTGTGTGGAATGA  
42209 
               ||||||||||||||||||||||||||||||||||| |||||||||||||||||||||||| 
Sbjct  134184  GTCTATCTATTCCTCATCTCTTTCACTCACTTGGACACTTTTTATTCCTGTGTGGAATGA  
134125 
 
Query  42210   GGGaaaaaaaaTATTTGTCACAAAGTTATAAATACATTTACATCAAATTTTCTCAAGAGA  
42269 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
158 
 
Sbjct  134124  GGGAAAAAAAATATTTGTCACAAAGTTATAAATACATTTACATCAAATTTTCTCAAGAGA  
134065 
 
Query  42270   GTGCGTTGACTGCTGTTACTAGTGTATGCGTTGTTGCTGCGAGTTTGTTCATGTGACTGT  
42329 
               ||||| |||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  134064  GTGCGCTGACTGCTGTTACTAGTGTATGCGTTGTTGCTGCGAGTTTGTTCATGTGACTGT  
134005 
 
Query  42330   GTCGAAAAGGTCAGTTACTGATTTTTCATATATGTTTAGATTCATTATATTCGAGCACCA  
42389 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  134004  GTCGAAAAGGTCAGTTACTGATTTTTCATATATGTTTAGATTCATTATATTCGAGCACCA  
133945 
 
Query  42390   CTTGTAATATACGTATTTCATAATTGCCTTTCTTACACATATAGCATATTTGCATTTCGT  
42449 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  133944  CTTGTAATATACGTATTTCATAATTGCCTTTCTTACACATATAGCATATTTGCATTTCGT  
133885 
 
Query  42450   CTGATAATTAATATTGCATATGGCTGCTGTAACATGCCTTAATGTTCTATGTTCGTTGTT  
42509 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  133884  CTGATAATTAATATTGCATATGGCTGCTGTAACATGCCTTAATGTTCTATGTTCGTTGTT  
133825 
 
Query  42510   AGATTCTTGACAATTACCGAACCATTCAATAGCTTCATTCTATATTCACTTATCTCATAC  
42569 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  133824  AGATTCTTGACAATTACCGAACCATTCAATAGCTTCATTCTATATTCACTTATCTCATAC  
133765 
 
Query  42570   GTGTACTTCATATGTTGTTTTATGGTGTGTATATTGCAATTGATGTCTGAGGTCAACATT  
42629 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  133764  GTGTACTTCATATGTTGTTTTATGGTGTGTATATTGCAATTGATGTCTGAGGTCAACATT  
133705 
 
Query  42630   TATAACATTGCAAAGTGTGCTTCAAACATTTGTAACATCTCGTCtttttttaaataaatt  
42689 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  133704  TATAACATTGCAAAGTGTGCTTCAAACATTTGTAACATCTCGTCTTTTTTTAAATAAATT  
133645 
 
Query  42690   aaaaagcattttatttaaaaataaatagagtttttgaaaaataataagatttttataatt  
42749 
                ||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  133644  TAAAAGCATTTTATTTAAAAATAAATAGAGTTTTTGAAAAATAATAAGATTTTTATAATT  
133585 
 
Query  42750   aaataaattaggaaaaataattttattaattaaaataatagtttgaaggaaaataaaaaa  
42809 
               ||||||||||| |||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  133584  AAATAAATTAGAAAAAATAATTTTATTAATTAAAATAATAGTTTGAAGGAAAATAAAAAA  
133525 
 
159 
 
Query  42810   gaatattttatttattCATTTGATAGGGAGtaaaaatagaattttttttataaaataata  
42869 
               |||||||||||||||||||||||||||||||||||||||||||||||| ||||||||||| 
Sbjct  133524  GAATATTTTATTTATTCATTTGATAGGGAGTAAAAATAGAATTTTTTTAATAAAATAATA  
133465 
 
Query  42870   aaataaagaaaagatagagtaaataataaattgagagtatcatatctataaatagaCATA  
42929 
               ||||||||||||| |||||||||||||||||| |||||| |||||||||||||||||||| 
Sbjct  133464  AAATAAAGAAAAGCTAGAGTAAATAATAAATTAAGAGTACCATATCTATAAATAGACATA  
133405 
 
Query  42930   TTAGATTAGATTTTACACACAATATAtttctactgtttcttcctttcaaattcgttcttt  
42989 
               |||||| |||||||||||| |||||||||||||||| ||||||||||||||||||||||| 
Sbjct  133404  TTAGATCAGATTTTACACATAATATATTTCTACTGTCTCTTCCTTTCAAATTCGTTCTTT  
133345 
 
Query  42990   tttctctttcaaaatcttttcttttttcCCACATATACTCAAACCTATCAGGTAAAACTA  
43049 
               |||||||| |||||||||||||||||| |||||||||||||||||||||||||||||||| 
Sbjct  133344  TTTCTCTTCCAAAATCTTTTCTTTTTTTCCACATATACTCAAACCTATCAGGTAAAACTA  
133285 
 
Query  43050   CAATCCTATACTCGTTAATCATGGAATTATCATGAAATTTGAACACCAAGTTTCGAACTC  
43109 
               | |||||||||||||||||||| ||||||||||||||||||||||||||||| | ||||| 
Sbjct  133284  CGATCCTATACTCGTTAATCATTGAATTATCATGAAATTTGAACACCAAGTTCCAAACTC  
133225 
 
Query  43110   ATTTTCTCACATTCCCATCGTTGGAATTTTTAAATA----CTGTGGTGAGAACAATGTCC  
43165 
               ||||||||||||||||||||||||||||||||||||    |||||||||||||||||||| 
Sbjct  133224  ATTTTCTCACATTCCCATCGTTGGAATTTTTAAATAATGTCTGTGGTGAGAACAATGTCC  
133165 
 
Query  43166   CTCACAAGATGCTCTTCCTGCATACATCCAAACTTGTCCCATTAAAACTATGATCTCGGA  
43225 
               ||||||||||||||||||||||||||||||||||||| |||||||||||||||||||||| 
Sbjct  133164  CTCACAAGATGCTCTTCCTGCATACATCCAAACTTGTTCCATTAAAACTATGATCTCGGA  
133105 
 
Query  43226   TTCATTAACCATTGAATCATTGTGAAATTTAAAAATCAGGTTTGAAACTCATTTTCTCAC  
43285 
                ||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  133104  CTCATTAACCATTGAATCATTGTGAAATTTAAAAATCAGGTTTGAAACTCATTTTCTCAC  
133045 
 
Query  43286   AATCCCACTGTTAGGATTTGTGAAACAATGTCTTCAGTTAGAGAAATGTCCCTCGCACGG  
43345 
               ||||||||| ||||||||||||||||||||||||||||||| |||||||||||||||||| 
Sbjct  133044  AATCCCACTATTAGGATTTGTGAAACAATGTCTTCAGTTAGTGAAATGTCCCTCGCACGG  
132985 
 
Query  43346   AGACGGAGACAGTGAAATATGGGTTATAATCATTTCTCTTTTTCTCTAACGTTTGAAAAT  
43405 
               |||||||||||||||||||| |||||||||| ||||||||||||||||| ||| |||||| 
160 
 
Sbjct  132984  AGACGGAGACAGTGAAATATAGGTTATAATCCTTTCTCTTTTTCTCTAATGTTAGAAAAT  
132925 
 
Query  43406   CCTAGGAAAATTTTGAAGAATCTTAGGAAACCGCTAGAAACGTCGCTATCGTTGTCGGAC  
43465 
               | |||||||||||||||||||||||||||| ||||||||||||| ||||||||||| ||| 
Sbjct  132924  CTTAGGAAAATTTTGAAGAATCTTAGGAAATCGCTAGAAACGTCACTATCGTTGTCAGAC  
132865 
 
Query  43466   TACACATGTGAGCCTGCTTAGAGGTAAGAGATGAGTTTATCGCAATTGAGGTTAGAATAA  
43525 
               ||||||||||||||| |||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  132864  TACACATGTGAGCCTACTTAGAGGTAAGAGATGAGTTTATCGCAATTGAGGTTAGAATAA  
132805 
 
Query  43526   ACATGTGTAGGGATCTTTAGAAGATTAAATTTGAGTTTATTTTTGGATGTTTATTGAATT  
43585 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  132804  ACATGTGTAGGGATCTTTAGAAGATTAAATTTGAGTTTATTTTTGGATGTTTATTGAATT  
132745 
 
Query  43586   ACAATTCATCCTTTATGATTATAATTATGATATTGTTGTGTTTGACGAACCAATTGATGT  
43645 
               |||||||||||||||||||||||||||||||||||||||||||||||  ||||||||||| 
Sbjct  132744  ACAATTCATCCTTTATGATTATAATTATGATATTGTTGTGTTTGACGGGCCAATTGATGT  
132685 
 
Query  43646   CCTGATGTGAattgattgataaaattgagtgctatttgtttttgtattttttgcttatga  
43705 
               ||||| ||||||||||||||||||||||||||||||||||||||| ||||||||       
Sbjct  132684  CCTGAAGTGAATTGATTGATAAAATTGAGTGCTATTTGTTTTTGTGTTTTTTGC------  
132631 
 
Query  43706   ttttgattcctttgattttgttatgattatgtgaaattgtttgaAGGGTTTTACTCCCCA  
43765 
                        ||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  132630  ---------CTTTGATTTTGTTATGATTATGTGAAATTGTTTGAAGGGTTTTACTCCCCA  
132580 
 
Query  43766   TGTGAGAAACATTTTTGTATAATTCGTTTGTGTTTTGGACAAAATTTATTATATTAGTGT  
43825 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  132579  TGTGAGAAACATTTTTGTATAATTCGTTTGTGTTTTGGACAAAATTTATTATATTAGTGT  
132520 
 
Query  43826   GATAAATTGTTATATTGAGATTATAACAATGTGACTGAGATTGAGCGTATGTGATAAATT  
43885 
               |||||||||||||||||||||||||||         |||||||||||||||||||||||| 
Sbjct  132519  GATAAATTGTTATATTGAGATTATAAC---------GAGATTGAGCGTATGTGATAAATT  
132469 
 
Query  43886   GAGTGCGTGTTGAATTGTAAGATACATGTGTATTGAAATATTGTGTGCATTGAGTTGTGA  
43945 
               |||||||||||||||| ||| ||||||||||||||||||||||||||||| ||||| ||| 
Sbjct  132468  GAGTGCGTGTTGAATTATAAAATACATGTGTATTGAAATATTGTGTGCATGGAGTTTTGA  
132409 
 
161 
 
Query  43946   GCTATGTACCGTACCACCACACGACTATAAGACCCTTTCAGAACGATGAGTTAATGTGCG  
44005 
               | |||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  132408  GTTATGTACCGTACCACCACACGACTATAAGACCCTTTCAGAACGATGAGTTAATGTGCG  
132349 
 
Query  44006   ACGAGTATTGTGATGAGAACCATTGTGGGAACTCGACGAGTTTAATCACTTTGAGGCGCG  
44065 
               |||||||||||||||||||||||||||| ||||||||||||||||||||||||||||||| 
Sbjct  132348  ACGAGTATTGTGATGAGAACCATTGTGGAAACTCGACGAGTTTAATCACTTTGAGGCGCG  
132289 
 
Query  44066   ATGAGATAAAATTATTTTGAGAACAATTGAGGAGTCGGGTGTTTTGTACAGTTCATAAAT  
44125 
               ||||||||||||||||||||||||||||||||||||| |||||||||||||||||||||| 
Sbjct  132288  ATGAGATAAAATTATTTTGAGAACAATTGAGGAGTCGAGTGTTTTGTACAGTTCATAAAT  
132229 
 
Query  44126   AGAGTATAGGTGCTAAAATATTTTCTAGGTTGGACCTGAATCAAGAGGGAGAGGTCCTAA  
44185 
               ||||| | |||||||||||||||||||||||| ||||||||||||||||||||||||||| 
Sbjct  132228  AGAGTCTGGGTGCTAAAATATTTTCTAGGTTGAACCTGAATCAAGAGGGAGAGGTCCTAA  
132169 
 
Query  44186   CGGACTCTTTAGAGTGTAGGCCTTAGGGGTAAATATACTCGGTTTGAATGTTCCTTGAAA  
44245 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  132168  CGGACTCTTTAGAGTGTAGGCCTTAGGGGTAAATATACTCGGTTTGAATGTTCCTTGAAA  
132109 
 
Query  44246   CCTATGTTGATTTCGTATGATTGAAGTGTTCTCGCAAAACAGAGTGACCCTAACTAATCT  
44305 
               ||||||||||||||||||||||||||||||||||||||| |||||||||||||||||||| 
Sbjct  132108  CCTATGTTGATTTCGTATGATTGAAGTGTTCTCGCAAAATAGAGTGACCCTAACTAATCT  
132049 
 
Query  44306   CCTTATGATTTTATCTAGTGAGAGTGACCTGACTTACCAGTGTGTGGTTTATCTTGTCAT  
44365 
               ||||||||||||||||| |||||||||||||||||||||||||||||||||||||||||| 
Sbjct  132048  CCTTATGATTTTATCTAATGAGAGTGACCTGACTTACCAGTGTGTGGTTTATCTTGTCAT  
131989 
 
Query  44366   ATACTTCTAGGCGCCCGATGAGATTTTTCACTGACATGATACCACATTACATATAGGATT  
44425 
               ||||||||||||||| |||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  131988  ATACTTCTAGGCGCCTGATGAGATTTTTCACTGACATGATACCACATTACATATAGGATT  
131929 
 
Query  44426   AAGTCTTAGTATATTTGTTGCATAACGCTTGTGCATTGATCGATATTGATTGGTTGAGTG  
44485 
               ||||||||||||||||||||||||||||||||| |||| ||||||||||||||||||||| 
Sbjct  131928  AAGTCTTAGTATATTTGTTGCATAACGCTTGTGTATTGGTCGATATTGATTGGTTGAGTG  
131869 
 
Query  44486   ATATTGTGTTTCGATCCTTGAGTACGTAAATAATGTGAAAATGTGTGAGATGTGTAGTGT  
44545 
               |||||||||||||||||||||| ||||||||||||||||||||||||||||||||||||| 
162 
 
Sbjct  131868  ATATTGTGTTTCGATCCTTGAGCACGTAAATAATGTGAAAATGTGTGAGATGTGTAGTGT  
131809 
 
Query  44546   TGAGATGTGATGTTACACGATAAGTGATGGAATGATGTGAGCTATGTTTAAGTAAGCTAT  
44605 
               ||||||||||||||||||||||||||||||||||||||||||||||||||||| || ||| 
Sbjct  131808  TGAGATGTGATGTTACACGATAAGTGATGGAATGATGTGAGCTATGTTTAAGTGAGTTAT  
131749 
 
Query  44606   ATTTCATTTATATAATATGTATATCTACATATTGTCTCGTTTCTCTCTATTAGTTGGGAA  
44665 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  131748  ATTTCATTTATATAATATGTATATCTACATATTGTCTCGTTTCTCTCTATTAGTTGGGAA  
131689 
 
Query  44666   TGTGATAACTCATTCCCTGTGTGCTGTTTGTGTTTGGATCTTGTGATGATCTCGAACCTT  
44725 
               |||||||||||||||| ||| ||||||||||||||||||||||||||||||||||||||| 
Sbjct  131688  TGTGATAACTCATTCCTTGTATGCTGTTTGTGTTTGGATCTTGTGATGATCTCGAACCTT  
131629 
 
Query  44726   GTGTTCGTGGGAGCAAACGACTAGATGGATTGCTTTAAGAAATCTTATGTTGGAGGATGT  
44785 
               ||||| |||| |||||| |||||||||||||||||||||||||||||||||||||||||| 
Sbjct  131628  GTGTTTGTGGAAGCAAATGACTAGATGGATTGCTTTAAGAAATCTTATGTTGGAGGATGT  
131569 
 
Query  44786   CGGAACAAAATGATCTAATAGAATGTGACATTGAGACATAAGTTTCTGGTTTAATTGCAT  
44845 
               ||||| |||||||||| ||||||| ||||||||||||||||||||||||||||||||||| 
Sbjct  131568  CGGAATAAAATGATCTGATAGAATATGACATTGAGACATAAGTTTCTGGTTTAATTGCAT  
131509 
 
Query  44846   GATGTTGAGCCGAAAATGTTTCTCACAAATTTTATTTGGTAATAGTAAAGTGAATGTGAA  
44905 
               ||||||||||||||||||||||| |||||||||||||| ||||||||||||||||||||| 
Sbjct  131508  GATGTTGAGCCGAAAATGTTTCTGACAAATTTTATTTGATAATAGTAAAGTGAATGTGAA  
131449 
 
Query  44906   TACTTTACCCACGTGAACTCttatatgtttaaaataaaatctcattttatataattctat  
44965 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  131448  TACTTTACCCACGTGAACTCTTATATGTTTAAAATAAAATCTCATTTTATATAATTCTAT  
131389 
 
Query  44966   attttcatatattttattatttaaatatgtatatCGAGGTAGAATGTGTAAGAGGATTTA  
45025 
               ||||| |||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  131388  ATTTTTATATATTTTATTATTTAAATATGTATATCGAGGTAGAATGTGTAAGAGGATTTA  
131329 
 
Query  45026   TACCTTATGGTTGCATTATGTGCATTACAAAAACATTTCACCCaaaaaaaaaaagaagaa  
45085 
               |||||||||||||||||||||||||||| ||||||||||||||||||||||||    ||| 
Sbjct  131328  TACCTTATGGTTGCATTATGTGCATTACCAAAACATTTCACCCAAAAAAAAAA----GAA  
131273 
 
163 
 
Query  45086   gaaaaaaTCAAATTCCATCCAGCATAATGGAACAAAGAAAGATTGGAGATGACAAGAAAC  
45145 
               ||||||||||||||||||| |||||||||||||||||||||||||||||||||||||||| 
Sbjct  131272  GAAAAAATCAAATTCCATCTAGCATAATGGAACAAAGAAAGATTGGAGATGACAAGAAAC  
131213 
 
Query  45146   GGATAATTAATACAATCATAGATCTTTCCTTTAGTGCACTTAATCTGCAAGCAGTAGTGT  
45205 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  131212  GGATAATTAATACAATCATAGATCTTTCCTTTAGTGCACTTAATCTGCAAGCAGTAGTGT  
131153 
 
Query  45206   GATATTCACTATTCAGTGTTAATTACTCACTGCCACAGGATAATAAATCTTCCTTCAGAG  
45265 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  131152  GATATTCACTATTCAGTGTTAATTACTCACTGCCACAGGATAATAAATCTTCCTTCAGAG  
131093 
 
Query  45266   TATTAGTTATTAGAGGGCCTTTTGGAAATTTTCATATAATTTCAAATTCAAAAGTTCCCA  
45325 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  131092  TATTAGTTATTAGAGGGCCTTTTGGAAATTTTCATATAATTTCAAATTCAAAAGTTCCCA  
131033 
 
Query  45326   TCAAGTTTAATGGACAACATAAGGATTATGTGAAAAGGCGTGATTCATGAACAACCTTAA  
45385 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  131032  TCAAGTTTAATGGACAACATAAGGATTATGTGAAAAGGCGTGATTCATGAACAACCTTAA  
130973 
 
Query  45386   AGATGTTTGCATGAAGATGTAATCAAGAGTCAGACCTACAACGATAATACTTAGAGCAGC  
45445 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  130972  AGATGTTTGCATGAAGATGTAATCAAGAGTCAGACCTACAACGATAATACTTAGAGCAGC  
130913 
 
Query  45446   CTCTACTTTGAGGATTTGAGGGGGGAGGAAGACACCCTCCAGTTTTACTATAAGCTTCAC  
45505 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  130912  CTCTACTTTGAGGATTTGAGGGGGGAGGAAGACACCCTCCAGTTTTACTATAAGCTTCAC  
130853 
 
Query  45506   CAGAGCCACCACCATTACAAACTGGTTTGTCTCTCTGTAAAGCTCCATTGGAAATGTATG  
45565 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  130852  CAGAGCCACCACCATTACAAACTGGTTTGTCTCTCTGTAAAGCTCCATTGGAAATGTATG  
130793 
 
Query  45566   ATCTCTTCTGCTCCAGAAACCTTCGGCTTATTTCAGACTCCATCAACAGCTCATCTTCTC  
45625 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||  
Sbjct  130792  ATCTCTTCTGCTCCAGAAACCTTCGGCTTATTTCAGACTCCATCAACAGCTCATCTTCTT  
130733 
 
Query  45626   GATTGCATTCAGCTATGGAACCATTGCATGTGCTTGCATGACTTTTCAATGAGAGCACGG  
45685 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
164 
 
Sbjct  130732  GATTGCATTCAGCTATGGAACCATTGCATGTGCTTGCATGACTTTTCAATGAGAGCACGG  
130673 
 
Query  45686   TGCAGCTGGTGAAATGCATAGAGCTGAAGAGCATGAAGTAGCAGAAACAAACAAGTCTAA  
45745 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  130672  TGCAGCTGGTGAAATGCATAGAGCTGAAGAGCATGAAGTAGCAGAAACAAACAAGTCTAA  
130613 
 
Query  45746   TGGTGGATGATTTTGAGGCCATTCTTCTGTTCTGTGTCTTGGATTGGATGTACCCTTCCT  
45805 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  130612  TGGTGGATGATTTTGAGGCCATTCTTCTGTTCTGTGTCTTGGATTGGATGTACCCTTCCT  
130553 
 
Query  45806   TCCACTCTCCACTAAGAAGCACTATATAGAGAATATTATAATATATGACACCACCTTTTT  
45865 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  130552  TCCACTCTCCACTAAGAAGCACTATATAGAGAATATTATAATATATGACACCACCTTTTT  
130493 
 
Query  45866   GAAAAGGTGCAAGTTGCATTAGTGATAAGCTGATAGAGCGCACTTCACCAAACCTTTTGG  
45925 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  130492  GAAAAGGTGCAAGTTGCATTAGTGATAAGCTGATAGAGCGCACTTCACCAAACCTTTTGG  
130433 
 
Query  45926   ACAACAAGGAAATTATGTTATTTTCCATGTGCTACAGATGAttttttttCTCTTTTCTGT  
45985 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  130432  ACAACAAGGAAATTATGTTATTTTCCATGTGCTACAGATGATTTTTTTTCTCTTTTCTGT  
130373 
 
Query  45986   GAAGACTTCTGATTTACTCTGCTAATAAGCGATTGCATATGTATGAGATAACTGAGATTA  
46045 
               ||||||| |||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  130372  GAAGACTACTGATTTACTCTGCTAATAAGCGATTGCATATGTATGAGATAACTGAGATTA  
130313 
 
Query  46046   GGTTGCTCTTGGAAGATAAAATTCTAATATGTCTCAAGTATATTGTATACTATAAATATA  
46105 
               ||||||||||||||||||||||||||||||||| |||||||||||||||||||||||||| 
Sbjct  130312  GGTTGCTCTTGGAAGATAAAATTCTAATATGTCCCAAGTATATTGTATACTATAAATATA  
130253 
 
Query  46106   GAGTAATTAAAAATTCCATACCAAATAAGACTTTTTTGTTAGTACCCCATATTGAAAAAA  
46165 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  130252  GAGTAATTAAAAATTCCATACCAAATAAGACTTTTTTGTTAGTACCCCATATTGAAAAAA  
130193 
 
Query  46166   TATGTATAGAAAACATGTGGTTGGTTGTGGCATCTGAATATGATGATAtttttttGGTTC  
46225 
               ||||||||||||||||||||||||||||||| |||||||||||||||| ||||||||||| 
Sbjct  130192  TATGTATAGAAAACATGTGGTTGGTTGTGGCTTCTGAATATGATGATAATTTTTTGGTTC  
130133 
 
165 
 
Query  46226   TTAGTTTTGTCCCTCCTTTGGTAAAATCTAAGTTCATAAAAATTTGTGCAAAATGATGGG  
46285 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  130132  TTAGTTTTGTCCCTCCTTTGGTAAAATCTAAGTTCATAAAAATTTGTGCAAAATGATGGG  
130073 
 
Query  46286   AGTAAATAGTTACTTAACTGTTTTAGCTAAGTTTCTTATTTGAAGCCCTTACCCTTAACA  
46345 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  130072  AGTAAATAGTTACTTAACTGTTTTAGCTAAGTTTCTTATTTGAAGCCCTTACCCTTAACA  
130013 
 
Query  46346   CACATTTAAGTATACATGAAAACAAATGTGGCGTTGGGTGAATAGGATTATAGGAAGGGT  
46405 
               |||||||||||||||| ||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  130012  CACATTTAAGTATACAAGAAAACAAATGTGGCGTTGGGTGAATAGGATTATAGGAAGGGT  
129953 
 
Query  46406   ATTATCATGGCAAAAGAAAAAGGAGAGAACAGAGGCAAAGGTGTGTGTGTTGATATAATC  
46465 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  129952  ATTATCATGGCAAAAGAAAAAGGAGAGAACAGAGGCAAAGGTGTGTGTGTTGATATAATC  
129893 
 
Query  46466   ATACATCTAAAATATTTGGTACATATTCCTCGAAGTTGCCCCACCTAAACTCTCAGTCTT  
46525 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  129892  ATACATCTAAAATATTTGGTACATATTCCTCGAAGTTGCCCCACCTAAACTCTCAGTCTT  
129833 
 
Query  46526   CTATCAGACAATGGACCTCAACATACAGTTGTGGTGGGATCCCTATGGATTTCGGGATTT  
46585 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  129832  CTATCAGACAATGGACCTCAACATACAGTTGTGGTGGGATCCCTATGGATTTCGGGATTT  
129773 
 
Query  46586   ACTTTGACTCTAATAAAACGAAGACATGACTTTGAGTTCCTTTCACACCAATATCAAATT  
46645 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  129772  ACTTTGACTCTAATAAAACGAAGACATGACTTTGAGTTCCTTTCACACCAATATCAAATT  
129713 
 
Query  46646   ATTGCACTCATGGAAATTGTAAAGCCAAGGATGGTTCCAAGCATTTACTTAATTTCTTCC  
46705 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  129712  ATTGCACTCATGGAAATTGTAAAGCCAAGGATGGTTCCAAGCATTTACTTAATTTCTTCC  
129653 
 
Query  46706   TCCATTATTTTAGTTTAATTACACAAAGTGGCACACACTGCAAAGGTTTGAATTTTCACA  
46765 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  129652  TCCATTATTTTAGTTTAATTACACAAAGTGGCACACACTGCAAAGGTTTGAATTTTCACA  
129593 
 
Query  46766   CCTTGCATAGCATTCTTGGAAGCATTTCTCATCAATAATATGAACTAGTTTGCTTCAACC  
46825 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
166 
 
Sbjct  129592  CCTTGCATAGCATTCTTGGAAGCATTTCTCATCAATAATATGAACTAGTTTGCTTCAACC  
129533 
 
Query  46826   TGATACTGTGTTTGGATAAGTACTACTATTTTACATCGAGACAAATGCAGGCTTCAATAG  
46885 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  129532  TGATACTGTGTTTGGATAAGTACTACTATTTTACATCGAGACAAATGCAGGCTTCAATAG  
129473 
 
Query  46886   TAGCAAACAATTTGGACTTGGCAATAATTTATTTTCATATATTTAACATGATAAAAACAA  
46945 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  129472  TAGCAAACAATTTGGACTTGGCAATAATTTATTTTCATATATTTAACATGATAAAAACAA  
129413 
 
Query  46946   AATAGGGTAGTGAAGttttttttttttt---GCACGTAGGACACAACAAtttttttt-AT  
47001 
               ||||||||||||||||||||||||||||   ||||||||||||||| |||||||||| || 
Sbjct  129412  AATAGGGTAGTGAAGTTTTTTTTTTTTTTTTGCACGTAGGACACAATAATTTTTTTTTAT  
129353 
 
Query  47002   GGACACAGTTTGTATTCATTTAGGAGGTTCAAATGATCAGAGGGTTTTTGTAAAGTGGGA  
47061 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  129352  GGACACAGTTTGTATTCATTTAGGAGGTTCAAATGATCAGAGGGTTTTTGTAAAGTGGGA  
129293 
 
Query  47062   CAAAGGGGTTTGATGTTGGATTCACTACACTTCATAAAATAGATGTAGACTGTCGAGTCC  
47121 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  129292  CAAAGGGGTTTGATGTTGGATTCACTACACTTCATAAAATAGATGTAGACTGTCGAGTCC  
129233 
 
Query  47122   ACAAAATAAATATTTTGAATATATTAAAAAATTGCTCCATGCCACACATTTGTGGGACAA  
47181 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  129232  ACAAAATAAATATTTTGAATATATTAAAAAATTGCTCCATGCCACACATTTGTGGGACAA  
129173 
 
Query  47182   CAAAAGTAGCTACATGCTATAACAATTTTTCTTAGCTTCAAAGAAAGATATTGATCTTCA  
47241 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  129172  CAAAAGTAGCTACATGCTATAACAATTTTTCTTAGCTTCAAAGAAAGATATTGATCTTCA  
129113 
 
Query  47242   TGTCATTATACAGTTTATTATGGTGCCTGTATTATTATCTTGTGTTTACAAAGCAGAAGC  
47301 
               ||||||||||||||||||||| |||||||||||||||||||||||||||||||||||||| 
Sbjct  129112  TGTCATTATACAGTTTATTATTGTGCCTGTATTATTATCTTGTGTTTACAAAGCAGAAGC  
129053 
 
Query  47302   CAAAACAACACACATGGCCAGGAAAACACTCATCAATTCATCATAGACGACTGCATAAAT  
47361 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  129052  CAAAACAACACACATGGCCAGGAAAACACTCATCAATTCATCATAGACGACTGCATAAAT  
128993 
 
167 
 
Query  47362   ATAAAAGATGAAAAATAGGTATATGATTTCCTTATTCTTCCCATTGAACGAACTGAAGAC  
47421 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  128992  ATAAAAGATGAAAAATAGGTATATGATTTCCTTATTCTTCCCATTGAACGAACTGAAGAC  
128933 
 
Query  47422   TTCATTTTCTGCATTTGCATATCCTGGAGCATCCTCTGTTGTAAGGATTTGATGCTGGCG  
47481 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  128932  TTCATTTTCTGCATTTGCATATCCTGGAGCATCCTCTGTTGTAAGGATTTGATGCTGGCG  
128873 
 
Query  47482   GTAGGCAGTTTTTGCTACATGGTGCTATGTTGCGCTTGGTAACTTCCATAATAATGTACT  
47541 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  128872  GTAGGCAGTTTTTGCTACATGGTGCTATGTTGCGCTTGGTAACTTCCATAATAATGTACT  
128813 
 
Query  47542   TGTTTGCCTTTTTAGCATGATTTTGAGATTTTTGAGACTCCATTTCCACCCTTCACAAAA  
47601 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  128812  TGTTTGCCTTTTTAGCATGATTTTGAGATTTTTGAGACTCCATTTCCACCCTTCACAAAA  
128753 
 
Query  47602   GCTTACTGCTTCATTCCTTACAAATCATTGCATTTTCTGGTACTGGTTTTGGGGTTAAGT  
47661 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  128752  GCTTACTGCTTCATTCCTTACAAATCATTGCATTTTCTGGTACTGGTTTTGGGGTTAAGT  
128693 
 
Query  47662   CTGTCCATTTATAGTGCTAATACTTGAAAAATGAGAAATGAGAACCATTGGAGGTGGCCA  
47721 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  128692  CTGTCCATTTATAGTGCTAATACTTGAAAAATGAGAAATGAGAACCATTGGAGGTGGCCA  
128633 
 
Query  47722   CGGAATAAGGCATAAGGAATAGGTTCACCTCCAACTACTTAATTTTGCACACAACTTTTC  
47781 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  128632  CGGAATAAGGCATAAGGAATAGGTTCACCTCCAACTACTTAATTTTGCACACAACTTTTC  
128573 
 
Query  47782   TCTAGAAACTAGAAAGTTGATTCTATCATAATGTTGTTCAATCTCATTTATTTTTTCTTT  
47841 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  128572  TCTAGAAACTAGAAAGTTGATTCTATCATAATGTTGTTCAATCTCATTTATTTTTTCTTT  
128513 
 
Query  47842   AGTTTTAAGTAATGGTATTGTTGAAATAACTGTTATAATCTCATAGATAATTCCACTAAT  
47901 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  128512  AGTTTTAAGTAATGGTATTGTTGAAATAACTGTTATAATCTCATAGATAATTCCACTAAT  
128453 
 
Query  47902   TACCAAACAGAGGTTATTTACAAAAGTCCATCCAAATGAGCCACAGTCATTTTCAAAATA  
47961 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
168 
 
Sbjct  128452  TACCAAACAGAGGTTATTTACAAAAGTCCATCCAAATGAGCCACAGTCATTTTCAAAATA  
128393 
 
Query  47962   GTTGGAGTCCTAATTAGAATGAATTATTAGTCTTCAACACCACATGAATGACCAAGGTGC  
48021 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  128392  GTTGGAGTCCTAATTAGAATGAATTATTAGTCTTCAACACCACATGAATGACCAAGGTGC  
128333 
 
Query  48022   CCTACAAGTTACCATCTGACAATCACAATTCACAAACCAAACGTTCATATACCAAAAATC  
48081 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  128332  CCTACAAGTTACCATCTGACAATCACAATTCACAAACCAAACGTTCATATACCAAAAATC  
128273 
 
Query  48082   ACATATATAAGATTCCCCCCGCCCCTTATAACTTAACAACGAGAATATTCACTGCATAAG  
48141 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  128272  ACATATATAAGATTCCCCCCGCCCCTTATAACTTAACAACGAGAATATTCACTGCATAAG  
128213 
 
Query  48142   TTCTGAATTTATGATTAAAATTATTTGTGCATTGATTTGTTAAGAAGTACATCATATTGA  
48201 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  128212  TTCTGAATTTATGATTAAAATTATTTGTGCATTGATTTGTTAAGAAGTACATCATATTGA  
128153 
 
Query  48202   AATGATTTGGTTGGGTTGTGATTTCAAATGCATTCAAATGGGAACAAGCAACGTAGAAGG  
48261 
               ||||||||||||||||||||||||||||| |||||||||||||||||||||||||||||| 
Sbjct  128152  AATGATTTGGTTGGGTTGTGATTTCAAATACATTCAAATGGGAACAAGCAACGTAGAAGG  
128093 
 
Query  48262   TGCAGCACATTCATGATGTGAATGAAAATCATAGAATCCCAAGTAAGGCCATTAATCTAG  
48321 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  128092  TGCAGCACATTCATGATGTGAATGAAAATCATAGAATCCCAAGTAAGGCCATTAATCTAG  
128033 
 
Query  48322   AATGTTACTCCAATAGAGATTTACTCAATCAGAAGACCCAAATTTTGTAGGTGAGCAAGA  
48381 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  128032  AATGTTACTCCAATAGAGATTTACTCAATCAGAAGACCCAAATTTTGTAGGTGAGCAAGA  
127973 
 
Query  48382   TTTATTTCACAGAGAACACTGTTTAGGATGATGTAAATGAGAAAGTACGGAAAACTACAT  
48441 
               ||||||||| |||||||||||||||||||||||||||||||||||||| ||||||||||| 
Sbjct  127972  TTTATTTCATAGAGAACACTGTTTAGGATGATGTAAATGAGAAAGTACTGAAAACTACAT  
127913 
 
Query  48442   GACAATATAACTTTATTACAATGCAACCATCATACATATGCAACTATTATTTATTTATAA  
48501 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  127912  GACAATATAACTTTATTACAATGCAACCATCATACATATGCAACTATTATTTATTTATAA  
127853 
 
169 
 
Query  48502   CATTAGCCCACCTCGATTCATTCTAGGACTAAGGATTTTATTCACATGGATATTGCTTGT  
48561 
               ||||||||| |||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  127852  CATTAGCCCTCCTCGATTCATTCTAGGACTAAGGATTTTATTCACATGGATATTGCTTGT  
127793 
 
Query  48562   AGCCTGGCCTCAAGTAGCATAGCTATTAAATCCATATATCTGAAGTGCAGTCACCACCAG  
48621 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  127792  AGCCTGGCCTCAAGTAGCATAGCTATTAAATCCATATATCTGAAGTGCAGTCACCACCAG  
127733 
 
Query  48622   GATATCTCATCTCATGGGCAAGGCAGGGACCCCCAGGCTCAGCTCCAAAGTCAACAAAGA  
48681 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  127732  GATATCTCATCTCATGGGCAAGGCAGGGACCCCCAGGCTCAGCTCCAAAGTCAACAAAGA  
127673 
 
Query  48682   AATTAGGGTTAATTTTCAGACCACCATTTTCAGTATCAACATCAATCTGTAACATGTGGG  
48741 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  127672  AATTAGGGTTAATTTTCAGACCACCATTTTCAGTATCAACATCAATCTGTAACATGTGGG  
127613 
 
Query  48742   ATCCTTTCTCTACAAGCTCTGGATAAAATTGTTTATCCCATGCACTGAAGAGTGAGTTTG  
48801 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  127612  ATCCTTTCTCTACAAGCTCTGGATAAAATTGTTTATCCCATGCACTGAAGAGTGAGTTTG  
127553 
 
Query  48802   TAACATATACCCGCTTACCATCCAGACTCAACTGAATCATCTGAGGGCCAGCTCTCAACT  
48861 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  127552  TAACATATACCCGCTTACCATCCAGACTCAACTGAATCATCTGAGGGCCAGCTCTCAACT  
127493 
 
Query  48862   TATTTCCCTGAAATTAAAAATTTTGATCTCTTCACCTTCAACCACTAAAGGGTCAAAATT  
48921 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  127492  TATTTCCCTGAAATTAAAAATTTTGATCTCTTCACCTTCAACCACTAAAGGGTCAAAATT  
127433 
 
Query  48922   TAAAGTGCAATTATTTACCACGTTTAAGCATAACACAAGATAAAATACAAAAGTGACAAA  
48981 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  127432  TAAAGTGCAATTATTTACCACGTTTAAGCATAACACAAGATAAAATACAAAAGTGACAAA  
127373 
 
Query  48982   AAGTTTGAAGGCACCAATGTAATGCACAAGTCTATTATATCTAGTACATCTAAGAACCAA  
49041 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  127372  AAGTTTGAAGGCACCAATGTAATGCACAAGTCTATTATATCTAGTACATCTAAGAACCAA  
127313 
 
Query  49042   TCAACTCCAAACATGGGAGAAATCAACAAGCATGACACTAGAATCACTAATTTCAAAAGT  
49101 
               ||||||||||||||| |||||||||||||||||||||||||||||||||||||||||||| 
170 
 
Sbjct  127312  TCAACTCCAAACATGTGAGAAATCAACAAGCATGACACTAGAATCACTAATTTCAAAAGT  
127253 
 
Query  49102   TAAACTGCACAAACCTGGATGTCTGGAACATCAGATTGCCAAGTATTACCATCTTCGGTT  
49161 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  127252  TAAACTGCACAAACCTGGATGTCTGGAACATCAGATTGCCAAGTATTACCATCTTCGGTT  
127193 
 
Query  49162   ATTGCTACTATAGGGCTTCCTTTCTGAAGTAGTCCCCCAACCCATACTTGGCCAGTCAGT  
49221 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  127192  ATTGCTACTATAGGGCTTCCTTTCTGAAGTAGTCCCCCAACCCATACTTGGCCAGTCAGT  
127133 
 
Query  49222   ACAGGATTTTTAGGGTCCTCAATGTTATATTGTCTAATATCACCATGAAGCCAATTCACA  
49281 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  127132  ACAGGATTTTTAGGGTCCTCAATGTTATATTGTCTAATATCACCATGAAGCCAATTCACA  
127073 
 
Query  49282   AAGTACAGAAACCGATCATCAAGAGATATCAGAAAATCAGTTATAAGCCCAGGCATTTCT  
49341 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  127072  AAGTACAGAAACCGATCATCAAGAGATATCAGAAAATCAGTTATAAGCCCAGGCATTTCT  
127013 
 
Query  49342   GGAAGAATCCAGTTTTGCACTTTCAATGGTTTCACTGATATTGCAACCTGCAAAGTCAGT  
49401 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  127012  GGAAGAATCCAGTTTTGCACTTTCAATGGTTTCACTGATATTGCAACCTGCAAAGTCAGT  
126953 
 
Query  49402   CTAGTGTGTAAGTATTATTGATCATTATACCTTGGTTGAAGCTGCACAAACGCATACCAG  
49461 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  126952  CTAGTGTGTAAGTATTATTGATCATTATACCTTGGTTGAAGCTGCACAAACGCATACCAG  
126893 
 
Query  49462   ATGACAATATAAAATGAGTATGGATATCTATGAGTAGAGTAGAGTATGAAAATTATATCA  
49521 
               ||||||||| |||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  126892  ATGACAATACAAAATGAGTATGGATATCTATGAGTAGAGTAGAGTATGAAAATTATATCA  
126833 
 
Query  49522   TCTCTATTATTTCATATGAGCACAGATACAATATATAGAAAAGGTGAAGAAAATTATAAA  
49581 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||| ||| 
Sbjct  126832  TCTCTATTATTTCATATGAGCACAGATACAATATATAGAAAAGGTGAAGAAAATTAAAAA  
126773 
 
Query  49582   GGAAATTCCAAGAACCAGGAATCCCAAAATTATAGGAATGAAATAAAAATAGAATAGCTG  
49641 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  126772  GGAAATTCCAAGAACCAGGAATCCCAAAATTATAGGAATGAAATAAAAATAGAATAGCTG  
126713 
 
171 
 
Query  49642   AATGTAAACCTTCTGATTAATGAGATGTCATGATTCTCCTAAAATTTAGGCATTGATTTT  
49701 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  126712  AATGTAAACCTTCTGATTAATGAGATGTCATGATTCTCCTAAAATTTAGGCATTGATTTT  
126653 
 
Query  49702   TTACTATATCCTTTTTGTGTACCTCATGACTCCATGATTCATCCTCGGTCTTGAAAAACC  
49761 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  126652  TTACTATATCCTTTTTGTGTACCTCATGACTCCATGATTCATCCTCGGTCTTGAAAAACC  
126593 
 
Query  49762   GTACCATGTTACTTGACAATGCACACCCAACGAAACCTGTATCTTTAGAAGGATCATGCA  
49821 
               |||||||||||||||||||||||||||| ||||||||||||||||||||||||||||||| 
Sbjct  126592  GTACCATGTTACTTGACAATGCACACCCCACGAAACCTGTATCTTTAGAAGGATCATGCA  
126533 
 
Query  49822   GAAACCTTACCTGCATTTAGGACAAGTTGCTTACAAATTATGCCACCTTTAACATATTAC  
49881 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  126532  GAAACCTTACCTGCATTTAGGACAAGTTGCTTACAAATTATGCCACCTTTAACATATTAC  
126473 
 
Query  49882   TTCACAAGTACAGGCTAGAGAGAAAAAATGTAGCAAAGGACAAACATATTTATGATTAAA  
49941 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  126472  TTCACAAGTACAGGCTAGAGAGAAAAAATGTAGCAAAGGACAAACATATTTATGATTAAA  
126413 
 
Query  49942   TCACAAGTACATTAACATAAAGTGCTTATAATTGGAGGAAATAACTCCAGAATTATTTAT  
50001 
               ||||||||||||||||||||||||||||||||||| |||||||||||||||||||||||| 
Sbjct  126412  TCACAAGTACATTAACATAAAGTGCTTATAATTGGTGGAAATAACTCCAGAATTATTTAT  
126353 
 
Query  50002   TGAGCAATGTACCTCCAAGGGTAGAACCCCTGACTCACCAAGGTCCAATGTTTGTCTCAG  
50061 
               | |||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  126352  TAAGCAATGTACCTCCAAGGGTAGAACCCCTGACTCACCAAGGTCCAATGTTTGTCTCAG  
126293 
 
Query  50062   TTCACCCCCAGGCCAGCTGTATACATGTAGATGCCTCCCATAAAGACCATCAGAGACATG  
50121 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  126292  TTCACCCCCAGGCCAGCTGTATACATGTAGATGCCTCCCATAAAGACCATCAGAGACATG  
126233 
 
Query  50122   CTGTAAGTTAAAACCTTTGGTGAAAGCAGCAGGAGCACCCCATGATGAGCTAATCATAGT  
50181 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  126232  CTGTAAGTTAAAACCTTTGGTGAAAGCAGCAGGAGCACCCCATGATGAGCTAATCATAGT  
126173 
 
Query  50182   CTTATGCTGTGGTTGGTACCAGAAGTCATACCCAAATGATGGACTGTGCCCAGGTTTCTC  
50241 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
172 
 
Sbjct  126172  CTTATGCTGTGGTTGGTACCAGAAGTCATACCCAAATGATGGACTGTGCCCAGGTTTCTC  
126113 
 
Query  50242   CCACCTAACAAATGTGTGCCAAGATACAAACTAGTAACTAGAAAATAATCCACTGAAATG  
50301 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  126112  CCACCTAACAAATGTGTGCCAAGATACAAACTAGTAACTAGAAAATAATCCACTGAAATG  
126053 
 
Query  50302   GTAACTACTTCATTAGTTTCGTAGAACTTTTGTTGAATATGCTGCTATAAAACAATTATT  
50361 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  126052  GTAACTACTTCATTAGTTTCGTAGAACTTTTGTTGAATATGCTGCTATAAAACAATTATT  
125993 
 
Query  50362   TAATGATTCTACACTAAACATTTTGCAAAACTTTAGTCATTTCTAAGCATAGTGGTAAAA  
50421 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  125992  TAATGATTCTACACTAAACATTTTGCAAAACTTTAGTCATTTCTAAGCATAGTGGTAAAA  
125933 
 
Query  50422   TGTCAATCTATGATTGCACCATTTTCCATGTAGACTGTTAATTGATGTTGAAAGAGCAAT  
50481 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  125932  TGTCAATCTATGATTGCACCATTTTCCATGTAGACTGTTAATTGATGTTGAAAGAGCAAT  
125873 
 
Query  50482   TAAAACCACGTCTCACTAAATGCATGCGAAAATGAATAGAATTGGTAATTTAAGAGCATT  
50541 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  125872  TAAAACCACGTCTCACTAAATGCATGCGAAAATGAATAGAATTGGTAATTTAAGAGCATT  
125813 
 
Query  50542   TTGACATCCCAATATGCATTCTTGCATTTCTCAATCTAATCTATAAAAGGGTACCTTCCT  
50601 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  125812  TTGACATCCCAATATGCATTCTTGCATTTCTCAATCTAATCTATAAAAGGGTACCTTCCT  
125753 
 
Query  50602   TTCAAATTAAATTCATGATCAAGGAGAAGAAATCCACTTCCTGCTGCATTTCCATCTTTA  
50661 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  125752  TTCAAATTAAATTCATGATCAAGGAGAAGAAATCCACTTCCTGCTGCATTTCCATCTTTA  
125693 
 
Query  50662   TCTCCAAGAAAAGAGATCATGACGTCACCAGAAGCAAGACAATGAGATGTGTGTGCATAA  
50721 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  125692  TCTCCAAGAAAAGAGATCATGACGTCACCAGAAGCAAGACAATGAGATGTGTGTGCATAA  
125633 
 
Query  50722   GCTAATCCAGTCTTACTTATGATGTCTTCTGGCTCAACAACTTTGTGCAAAGATGGAGAC  
50781 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  125632  GCTAATCCAGTCTTACTTATGATGTCTTCTGGCTCAACAACTTTGTGCAAAGATGGAGAC  
125573 
 
173 
 
Query  50782   CTTGGATTTGATCTTGTGTCAACCACATAAATGCGGCCTGATCTGAAATATGGTAAATCT  
50841 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  125572  CTTGGATTTGATCTTGTGTCAACCACATAAATGCGGCCTGATCTGAAATATGGTAAATCT  
125513 
 
Query  50842   GACTTAATAAGGATTTCGTTTCAAGAAAACCGACGTCTTACACCAGTGAAGTTCTTGAAC  
50901 
               ||||||||||||||||||||||||||||||||| |||||||||||||||||||||||||| 
Sbjct  125512  GACTTAATAAGGATTTCGTTTCAAGAAAACCGATGTCTTACACCAGTGAAGTTCTTGAAC  
125453 
 
Query  50902   CTTGTCAGTGTTTGTTAtgtgtgtgtgtgCATGCGCATATGCGTGCAAGTAAAATCCAAA  
50961 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  125452  CTTGTCAGTGTTTGTTATGTGTGTGTGTGCATGCGCATATGCGTGCAAGTAAAATCCAAA  
125393 
 
Query  50962   GTGGCTGTTTAGTATCTTACACCAGTGAAGGTAGAATCAGATATCGCCGAACTGCTGATG  
51021 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  125392  GTGGCTGTTTAGTATCTTACACCAGTGAAGGTAGAATCAGATATCGCCGAACTGCTGATG  
125333 
 
Query  51022   GATCTCCATAGCAAGAGCTGCATGAATTCCACCCAAAATGGTGCAGTTCATCACCTAAAT  
51081 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  125332  GATCTCCATAGCAAGAGCTGCATGAATTCCACCCAAAATGGTGCAGTTCATCACCTAAAT  
125273 
 
Query  51082   AAGGTACAGGTAACCTATGGATAACTTTTGAATACGTTGGAGAGCTTGGATCCACATCCA  
51141 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  125272  AAGGTACAGGTAACCTATGGATAACTTTTGAATACGTTGGAGAGCTTGGATCCACATCCA  
125213 
 
Query  51142   CTGTGGCCAGAAAGTCAGGCTTATCCCTTCCTGTTCCTGCATTGAATTGAATATTCATCA  
51201 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  125212  CTGTGGCCAGAAAGTCAGGCTTATCCCTTCCTGTTCCTGCATTGAATTGAATATTCATCA  
125153 
 
Query  51202   CCAatatatatatataAAATCACCAAAATACACGTTTTGACAGAAATTGTTTAAGCTGCA  
51261 
               ||||||||||||||||||||||||||| |||||||||||||||||||||||||||||||| 
Sbjct  125152  CCAATATATATATATAAAATCACCAAACTACACGTTTTGACAGAAATTGTTTAAGCTGCA  
125093 
 
Query  51262   CCAAGTCTTCATGCATAGCACTAGAAAGAGATAGATATTTCTACATGTCACTTGTTCCCA  
51321 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  125092  CCAAGTCTTCATGCATAGCACTAGAAAGAGATAGATATTTCTACATGTCACTTGTTCCCA  
125033 
 
Query  51322   GTATCATGTCATATAAAATGTTTGTAACAACAACTTGAGAAACCTATCTTGATCTCTCTG  
51381 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
174 
 
Sbjct  125032  GTATCATGTCATATAAAATGTTTGTAACAACAACTTGAGAAACCTATCTTGATCTCTCTG  
124973 
 
Query  51382   CCTAATGCCTATCTATTCCTCCAATGAAGCTGAATTGGCCTTTTCAGACATATAGAGACA  
51441 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  124972  CCTAATGCCTATCTATTCCTCCAATGAAGCTGAATTGGCCTTTTCAGACATATAGAGACA  
124913 
 
Query  51442   CAACAAGTTGTTTTTGGTACCTGAGTAGATAGCAGTGACATAAAGGAGAGTCTCTTTGGG  
51501 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  124912  CAACAAGTTGTTTTTGGTACCTGAGTAGATAGCAGTGACATAAAGGAGAGTCTCTTTGGG  
124853 
 
Query  51502   ACCAGACATGGCTGCCAGGGGTGAAGGATAGCCAGGACCTGTTTTAGGACAATCATGCAT  
51561 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  124852  ACCAGACATGGCTGCCAGGGGTGAAGGATAGCCAGGACCTGTTTTAGGACAATCATGCAT  
124793 
 
Query  51562   GTTGCGTTGGTTCATCACCTTGTCACACctctccatctctctctctctctctctATGAAA  
51621 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  124792  GTTGCGTTGGTTCATCACCTTGTCACACCTCTCCATCTCTCTCTCTCTCTCTCTATGAAA  
124733 
 
Query  51622   GATCACTTAACAGATATTATGATCAAAAGAAGAAGCAGATGATGAAGAAAAATTAACTCG  
51681 
               ||||||||||||||||||||||||||||||||||||||||||||                 
Sbjct  124732  GATCACTTAACAGATATTATGATCAAAAGAAGAAGCAGATGATG----------------  
124689 
 
Query  51682   ATGAAGAGTAAGTTATAGGTTATATTACTGACTTGTAACTTGTTACAAGTCACATGAAAG  
51741 
                  ||||||||||||||||||||||||||||||||||||||||||||||||||||||||  
Sbjct  124688  ---AAGAGTAAGTTATAGGTTATATTACTGACTTGTAACTTGTTACAAGTCACATGAAAA  
124632 
 
Query  51742   TAAGAACGAAAGTTACTTCTTTGGCTTTATCAAAAGTCACAAATTACACTAACATTGTTC  
51801 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  124631  TAAGAACGAAAGTTACTTCTTTGGCTTTATCAAAAGTCACAAATTACACTAACATTGTTC  
124572 
 
Query  51802   CAAAGCTTGAAAGTAAAACCCAAGTTTTGAATATGACCCTGCTATTTGGACaaaaataaa  
51861 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  124571  CAAAGCTTGAAAGTAAAACCCAAGTTTTGAATATGACCCTGCTATTTGGACAAAAATAAA  
124512 
 
Query  51862   taaacatataaaaataaaaaGAATGACCGGGACTGTAACATTTTCCAATTCAACAAGCCA  
51921 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  124511  TAAACATATAAAAATAAAAAGAATGACCGGGACTGTAACATTTTCCAATTCAACAAGCCA  
124452 
 
175 
 
Query  51922   AAACAAAATTATTCCTTCTAACCTTTCAGGAACATTAAAAGATTTTTTGTTTCCTAGTTC  
51981 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  124451  AAACAAAATTATTCCTTCTAACCTTTCAGGAACATTAAAAGATTTTTTGTTTCCTAGTTC  
124392 
 
Query  51982   TGTAGAAAAATATCTTATAAGATTCCTTTCTTCAAAATAATTACTATTATTTATATAATG  
52041 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  124391  TGTAGAAAAATATCTTATAAGATTCCTTTCTTCAAAATAATTACTATTATTTATATAATG  
124332 
 
Query  52042   CATATAACATGTTTTTTAGTGCTGAACTGGTAATCAGGATTAGTATGCAGGTTCCGAAAA  
52101 
               ||||||||||||||||||||||||||||||||||||||||||||||||||||||||| || 
Sbjct  124331  CATATAACATGTTTTTTAGTGCTGAACTGGTAATCAGGATTAGTATGCAGGTTCCGATAA  
124272 
 
Query  52102   AATGGTAATTCACAAAGCAGACATAAAATTCTCAATTTTTTGATCAGCGAAATTAAAACA  
52161 
               ||||||||||||||||||||||||||||||||||||||||| |||||||||||||||||| 
Sbjct  124271  AATGGTAATTCACAAAGCAGACATAAAATTCTCAATTTTTTTATCAGCGAAATTAAAACA  
124212 
 
Query  52162   AAAATTCCCAACGGATGAATAATAAGACTGCTTTTGGGCAACAAGGGaaaaaaaTCAAGA  
52221 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  124211  AAAATTCCCAACGGATGAATAATAAGACTGCTTTTGGGCAACAAGGGAAAAAAATCAAGA  
124152 
 
Query  52222   CGTGTTCCAATTTAAAAAGTCAAAGGAAATTTTTTCCTTCCATACACTTTTAAGAACCAA  
52281 
               ||||||||||||||||||||||||||||| |||||||||||||||||||||||||||||| 
Sbjct  124151  CGTGTTCCAATTTAAAAAGTCAAAGGAAAATTTTTCCTTCCATACACTTTTAAGAACCAA  
124092 
 
Query  52282   ATTGACTATTCTGCCTA---CTGATTCGAATTCTTAGtttttttGGGCGTTAGCAAAAAA  
52338 
               |||| ||||||||||||   |||||||||||||||||||||||||||||||||||||||| 
Sbjct  124091  ATTGCCTATTCTGCCTACTTCTGATTCGAATTCTTAGTTTTTTTGGGCGTTAGCAAAAAA  
124032 
 
Query  52339   TTAGAAGTTAAGGTTATAACTAACGCATGATGtttttttttATTAAGTAAATAGGTATTT  
52398 
               |||||||||||||||||||||||||||||||| ||||||||||||| ||||||||||||| 
Sbjct  124031  TTAGAAGTTAAGGTTATAACTAACGCATGATG-TTTTTTTTATTAAATAAATAGGTATTT  
123973 
 
Query  52399   TGATTTCTAA-TTTTGATTCCTTTTGCAAATTAGTCTTTATCtttttttAAATGTAAAAA  
52457 
               |||||||||| ||||||||| ||||||||||||||||||||||||||||||||||||||| 
Sbjct  123972  TGATTTCTAACTTTTGATTCTTTTTGCAAATTAGTCTTTATCTTTTTTTAAATGTAAAAA  
123913 
 
Query  52458   ATAGTCTCTATTTTTGCATAAATTTTACAAAATAGTCTTTGCCGTTAAATTTAAAAGTAG  
52517 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||| ||  
176 
 
Sbjct  123912  ATAGTCTCTATTTTTGCATAAATTTTACAAAATAGTCTTTGCCGTTAAATTTAAAAATAA  
123853 
 
Query  52518   CACCGTTAATGAGATACATTTTTAATAATTTTAGTGTCACATAGATTATCCAACGTG---  
52574 
               |||| ||||||||||| |||||||||||||||| |||||||||||||||| ||||||    
Sbjct  123852  CACCATTAATGAGATATATTTTTAATAATTTTAATGTCACATAGATTATCTAACGTGACA  
123793 
 
Query  52575   -----------------------GAGCTGAACTTTGATGCAAATTTTAAAAAGTTGTCAA  
52611 
                                       ||||| |||||||||||||||||||||||||||||| 
Sbjct  123792  AATTGTCCTAGATTATGACATGTAAGCTGGACTTTGATGCAAATTTTAAAAAGTTGTCAA  
123733 
 
Query  52612   ATATTTTCTTCTTCACTTGCTTCTTCTTCCTCAAATTAGGGTTTTTAAAACTTCTTTCCT  
52671 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  123732  ATATTTTCTTCTTCACTTGCTTCTTCTTCCTCAAATTAGGGTTTTTAAAACTTCTTTCCT  
123673 
 
Query  52672   CTCAATTTCAACATGGTGGTACTATCTGACCCAATGATATGCGTTTAGCTATCAAATTTG  
52731 
               || ||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  123672  CTTAATTTCAACATGGTGGTACTATCTGACCCAATGATATGCGTTTAGCTATCAAATTTG  
123613 
 
Query  52732   TGCTCTGAGGCTAGGAAAGAACCACCACAAACGCGGCGAGCGCCACCGCTACAGCGGTGG  
52791 
               ||||||||||| |||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  123612  TGCTCTGAGGCCAGGAAAGAACCACCACAAACGCGGCGAGCGCCACCGCTACAGCGGTGG  
123553 
 
Query  52792   TGGCTTTAGAGAGCGACCCTAGTCCGACAGCCCACAAGCTCAAGATGGTGGGGCCTATGC  
52851 
               || |||||||||||| ||||||||||||| |||||||||||||||||||||||||||||| 
Sbjct  123552  TGACTTTAGAGAGCGGCCCTAGTCCGACAACCCACAAGCTCAAGATGGTGGGGCCTATGC  
123493 
 
Query  52852   TCTGAAGGGTGGTATAGACATGGAAGGCGTCTCCCAAAGCGGCATCGTTTATGATAATGA  
52911 
               |||||||||||| |||||||||||||||||||||||||||||| |||||||||||||||| 
Sbjct  123492  TCTGAAGGGTGGCATAGACATGGAAGGCGTCTCCCAAAGCGGCGTCGTTTATGATAATGA  
123433 
 
Query  52912   GAATGCAGGGAAGGCTACGAGGGTGACACAACCCATTATGGTGCACGCTAGGGC-----G  
52966 
               ||||||| ||||||||||||||||||||||||||||||||||| | ||||||||     | 
Sbjct  123432  GAATGCAAGGAAGGCTACGAGGGTGACACAACCCATTATGGTGTAAGCTAGGGCTGTTTG  
123373 
 
Query  52967   GAACGCAGATGAGAGGCACTCTCGCCATAACGGAGGCTACGAGGGTGAACAATGTTTATT  
53026 
               ||||||| |||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  123372  GAACGCAAATGAGAGGCACTCTCGCCATAACGGAGGCTACGAGGGTGAACAATGTTTATT  
123313 
 
177 
 
Query  53027   TTCATCAAATATTTCTTAATAATAACCTTAAATATAAAAAGACATGAGAATGAAGTAATA  
53086 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  123312  TTCATCAAATATTTCTTAATAATAACCTTAAATATAAAAAGACATGAGAATGAAGTAATA  
123253 
 
Query  53087   TTATTTATTTTATTACAAATAAtttttttttGTTTTGAAAAAACCACCTAGAGAACTAAC  
53146 
               |||||||||||||||||||||| |||||||||||| ||||||||||||||||||||| || 
Sbjct  123252  TTATTTATTTTATTACAAATAAATTTTTTTTGTTTCGAAAAAACCACCTAGAGAACTTAC  
123193 
 
Query  53147   GGCATCTTGGGTAACATAATAGGATTGGAATCCAACCTTAAAGTATTGAGAATACAATCT  
53206 
               | |||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  123192  GACATCTTGGGTAACATAATAGGATTGGAATCCAACCTTAAAGTATTGAGAATACAATCT  
123133 
 
Query  53207   GAAGCAAATTCTAGAACTTGGAAATCAAAACTAATGTTCAAAGTGTGTTTTGCCCATTCA  
53266 
               |||||||||||||||||||||||||||||||||       |||||||||||||||||||| 
Sbjct  123132  GAAGCAAATTCTAGAACTTGGAAATCAAAACTA------TAAGTGTGTTTTGCCCATTCA  
123079 
 
Query  53267   TATTGGAATAGAAGTGTAAGATGAAATTTCGTATCAAGAAAAATATAAAAGTTGAGTGAG  
53326 
               |||||||||||||||||||| | | ||||||||||||||||||||||||||||||||||| 
Sbjct  123078  TATTGGAATAGAAGTGTAAGGTAAGATTTCGTATCAAGAAAAATATAAAAGTTGAGTGAG  
123019 
 
Query  53327   aaaaaaaaTCATAAACTTGACTTTTAAAGTTTTGGGTTAAAGTGTGGTATCAAGTTTTAT  
53386 
               ||||||||||||||| ||||||||||||||||| |||||||||||||||| ||||||||| 
Sbjct  123018  AAAAAAAATCATAAAGTTGACTTTTAAAGTTTTTGGTTAAAGTGTGGTATTAAGTTTTAT  
122959 
 
Query  53387   GATGACTCTTTTAAATACATGTTGTAAAATCCAATCATTTAATATTTACTTAAAATATGA  
53446 
               ||||||||||| ||||| |||||||||||||||||||||||||||||||      ||||| 
Sbjct  122958  GATGACTCTTTCAAATAGATGTTGTAAAATCCAATCATTTAATATTTAC------TATGA  
122905 
 
Query  53447   TTTCGAATTATCTTTGACTGAACTATCCGTGGCAttttttttttacttttatatttttAT  
53506 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  122904  TTTCGAATTATCTTTGACTGAACTATCCGTGGCATTTTTTTTTTACTTTTATATTTTTAT  
122845 
 
Query  53507   AAATATGTAGATTTTAGTTTAAAAGCATAGAAAATTATCACACTTGCTATAATTCCCCAT  
53566 
               |||||||||||||||||||||||||||||||||||| ||||||||||||||||||||||| 
Sbjct  122844  AAATATGTAGATTTTAGTTTAAAAGCATAGAAAATTCTCACACTTGCTATAATTCCCCAT  
122785 
 
Query  53567   TAGCCCCCGAAACAAACGGAAGACTAATTaaaaaaaTTGCAGTTGCCTTATATGGACTCG  
53626 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
178 
 
Sbjct  122784  TAGCCCCCGAAACAAACGGAAGACTAATTAAAAAAATTGCAGTTGCCTTATATGGACTCG  
122725 
 
Query  53627   CGTTTTGTTCTGAAGCAAGAGTCCTACCGATGACACTATCGGGGGGACGTTGTAGGGAAA  
53686 
               ||||||||||||||||||||||||||| |||||||||||||||||||||||||||||||| 
Sbjct  122724  CGTTTTGTTCTGAAGCAAGAGTCCTACTGATGACACTATCGGGGGGACGTTGTAGGGAAA  
122665 
 
Query  53687   GGTAATGTTATGTTTAAAATTTTGAATAAATAATTATTTTGTACGTTCTTTAAAATTGTA  
53746 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  122664  GGTAATGTTATGTTTAAAATTTTGAATAAATAATTATTTTGTACGTTCTTTAAAATTGTA  
122605 
 
Query  53747   GGGCACTGTCACAATTTAACACATCATAAAATTaaaaaaaaTATAAATAAATTGTTTAGA  
53806 
               ||||||||||||||||||||||||||||||||| |||||||||||||||||||||||||| 
Sbjct  122604  GGGCACTGTCACAATTTAACACATCATAAAATT-AAAAAAATATAAATAAATTGTTTAGA  
122546 
 
Query  53807   TTAAAATTATTGTCATTTTAGTCTATAATATGTACAATTTGTTATCATTATAATTCCTAA  
53866 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  122545  TTAAAATTATTGTCATTTTAGTCTATAATATGTACAATTTGTTATCATTATAATTCCTAA  
122486 
 
Query  53867   AGCTTATGATTTATTGTCATTATTAGTTTATATAATAGAGTCCTTGTCGACTTCTTTATG  
53926 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  122485  AGCTTATGATTTATTGTCATTATTAGTTTATATAATAGAGTCCTTGTCGACTTCTTTATG  
122426 
 
Query  53927   TTTTGGAGTCTTGTCCTAGTCAAATGAAGCACATGCTGTCAGCTGATGCCAATGGTGTTT  
53986 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  122425  TTTTGGAGTCTTGTCCTAGTCAAATGAAGCACATGCTGTCAGCTGATGCCAATGGTGTTT  
122366 
 
Query  53987   CTCATACTAGGATGTAGTTTTTGCTTTTGGTTTCAAATTTCAATCTTCATTGTTGGTGTC  
54046 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  122365  CTCATACTAGGATGTAGTTTTTGCTTTTGGTTTCAAATTTCAATCTTCATTGTTGGTGTC  
122306 
 
Query  54047   TTTATTTCCCAATCATAAAAAAGTAGTTCATAATAAAGTTAACAACAAAAACTAATGTAA  
54106 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  122305  TTTATTTCCCAATCATAAAAAAGTAGTTCATAATAAAGTTAACAACAAAAACTAATGTAA  
122246 
 
Query  54107   TTAACATTTTTATTTGTCTCTTTTGAATGAGATAAATTGCTTCTTCAAGTACAATCATCT  
54166 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  122245  TTAACATTTTTATTTGTCTCTTTTGAATGAGATAAATTGCTTCTTCAAGTACAATCATCT  
122186 
 
179 
 
Query  54167   CAAAAGCTTTTTCATGCCTTTGATTAAGGGTCATCTCCCCCCACCCCAAAATTATTAAAC  
54226 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  122185  CAAAAGCTTTTTCATGCCTTTGATTAAGGGTCATCTCCCCCCACCCCAAAATTATTAAAC  
122126 
 
Query  54227   ACCAAAAAAGTACAATACTATTAAGAATTAAAGATATTAATACAACTACAAACATAATAT  
54286 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  122125  ACCAAAAAAGTACAATACTATTAAGAATTAAAGATATTAATACAACTACAAACATAATAT  
122066 
 
Query  54287   CTTCTTCAACTTTTTCTTCATAATATTATAATCAAACTTTCATGATTGTGAAAATTTATT  
54346 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  122065  CTTCTTCAACTTTTTCTTCATAATATTATAATCAAACTTTCATGATTGTGAAAATTTATT  
122006 
 
Query  54347   AGAAATGATCAATTTTAGATTTCACTAttaaatcagaaaaaaattataaataaaaaatag  
54406 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  122005  AGAAATGATCAATTTTAGATTTCACTATTAAATCAGAAAAAAATTATAAATAAAAAATAG  
121946 
 
Query  54407   gatacatcaaaattaataatttttaattaaacagaatttgttaaataatGTTACTAGAAT  
54466 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  121945  GATACATCAAAATTAATAATTTTTAATTAAACAGAATTTGTTAAATAATGTTACTAGAAT  
121886 
 
Query  54467   TTCTCATAGCCATAATTGTAAACATTTAG  54495 
               ||||||||||||||||||||||||||||| 
Sbjct  121885  TTCTCATAGCCATAATTGTAAACATTTAG  121857 
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APPENDIX B 
Asgrow 3244 – Forrest Alignment Results 
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Query  1037    AAGCTTTAGCCCGAACTAACATACCTCCTTTGTTAAAGCACTAAAAAACACATCCTCAAT  
1096 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  189322  AAGCTTTAGCCCGAACTAACATACCTCCTTTGTTAAAGCACTAAAAAACACATCCTCAAT  
189263 
 
Query  1097    GAAATCTCTTTCAATACTAATCTACAACAACTTACTAAGATACCTTGTACAAAATACAAA  
1156 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  189262  GAAATCTCTTTCAATACTAATCTACAACAACTTACTAAGATACCTTGTACAAAATACAAA  
189203 
 
Query  1157    TACATTaaaaaatccaaaaaaCTTAGATGCAATCACTTTGGTGTTTTGGACATTGTTCTC  
1216 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  189202  TACATTAAAAAATCCAAAAAACTTAGATGCAATCACTTTGGTGTTTTGGACATTGTTCTC  
189143 
 
Query  1217    CAACCAAAATTAAAATTTCACTTATATAAATATGCAAGCCTTCAATAGAAATTTTATAAC  
1276 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  189142  CAACCAAAATTAAAATTTCACTTATATAAATATGCAAGCCTTCAATAGAAATTTTATAAC  
189083 
 
Query  1277    TTACTTTCCAACTCTGATAAGAGAACAGTACTAAAATTACGTAAGAAAATTCATCTAAGT  
1336 
               |||||||| ||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  189082  TTACTTTCGAACTCTGATAAGAGAACAGTACTAAAATTACGTAAGAAAATTCATCTAAGT  
189023 
 
Query  1337    TCTGCGATGATaaaaaagaaaaagagagagagagagag--GATATAGTCCTAGCCTAAGG  
1394 
               ||||||||||||||||||||||||||||||||||||||  |||||||||||||||||||| 
Sbjct  189022  TCTGCGATGATAAAAAAGAAAAAGAGAGAGAGAGAGAGAGGATATAGTCCTAGCCTAAGG  
188963 
 
Query  1395    AAATCATTTTTATAATCTTATAAATGAGATCTTGTTTCCAATTGAGTTAGTAAAGCAAGA  
1454 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  188962  AAATCATTTTTATAATCTTATAAATGAGATCTTGTTTCCAATTGAGTTAGTAAAGCAAGA  
188903 
 
183 
 
Query  1455    TTTGTATTGTAGCATATAAAAGAGAAGTAAGATCGTTACCAATTCGCACTCCACCAGGGG  
1514 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  188902  TTTGTATTGTAGCATATAAAAGAGAAGTAAGATCGTTACCAATTCGCACTCCACCAGGGG  
188843 
 
Query  1515    CCAAGGCACTGCTATCACCAAAAACAGCGTTCTTGTTAACAGTAATGTTACAGAGATCAC  
1574 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  188842  CCAAGGCACTGCTATCACCAAAAACAGCGTTCTTGTTAACAGTAATGTTACAGAGATCAC  
188783 
 
Query  1575    AGAGTTTCTCCACCTTATACCCTGCAAAACAATCACACAACGAACAAGTCAGATTTATAG  
1634 
               |||||||||||||||||| ||||||||||||||||||||||||||||||||||||||||| 
Sbjct  188782  AGAGTTTCTCCACCTTATTCCCTGCAAAACAATCACACAACGAACAAGTCAGATTTATAG  
188723 
 
Query  1635    ACATTTGTAACAAATCAAAACCAGAAGGTAGAGATCCAATCCTATATATATTACCAGTCA  
1694 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  188722  ACATTTGTAACAAATCAAAACCAGAAGGTAGAGATCCAATCCTATATATATTACCAGTCA  
188663 
 
Query  1695    ATCCAAGAGGTCTCAGATCCCACAAAACAAGATGGTTCTCCGTTCCGCCAGTGACAAGGC  
1754 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  188662  ATCCAAGAGGTCTCAGATCCCACAAAACAAGATGGTTCTCCGTTCCGCCAGTGACAAGGC  
188603 
 
Query  1755    TGTACCCTTTCCCCATCAAGTATTTTCCAAGCGCAACGGCGTTCGCCTTAACCTGCTTCG  
1814 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  188602  TGTACCCTTTCCCCATCAAGTATTTTCCAAGCGCAACGGCGTTCGCCTTAACCTGCTTCG  
188543 
 
Query  1815    CGTAGGCCTTAAACCCGGGCGACGCGGCCTGCTTCAGCGCCACGGCGAGAGCACCGATCT  
1874 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  188542  CGTAGGCCTTAAACCCGGGCGACGCGGCCTGCTTCAGCGCCACGGCGAGAGCACCGATCT  
188483 
 
Query  1875    GGTGGTTGTGGGGCCCACCCTGCAGCGAAGGGAACACCGCGAAGTTAATCTTGTCCTCGA  
1934 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  188482  GGTGGTTGTGGGGCCCACCCTGCAGCGAAGGGAACACCGCGAAGTTAATCTTGTCCTCGA  
188423 
 
Query  1935    AATCATAAACCGCGTTCTCCGGCTGCCCCTTCTTCGGCGGCTTGGGGCCCTTCCGGTAAA  
1994 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  188422  AATCATAAACCGCGTTCTCCGGCTGCCCCTTCTTCGGCGGCTTGGGGCCCTTCCGGTAAA  
188363 
 
Query  1995    AGATCATCCCCGCACGTGGGCCCCGCAAGCTCTTGTGAGTCGTGGTGGTCACAATGTCGC  
2054 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
184 
 
Sbjct  188362  AGATCATCCCCGCACGTGGGCCCCGCAAGCTCTTGTGAGTCGTGGTGGTCACAATGTCGC  
188303 
 
Query  2055    AATACTCGAAGGGGCTGTTCACTTCCTGCGCGGCCACAAGGCCGCTAGTGTGCGCCATGT  
2114 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  188302  AATACTCGAAGGGGCTGTTCACTTCCTGCGCGGCCACAAGGCCGCTAGTGTGCGCCATGT  
188243 
 
Query  2115    CGCAGAGAAGCAATGCTCCGCACTTATCAGCGACTTCCCTGAAACGTTTGTAGTCCCAAT  
2174 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  188242  CGCAGAGAAGCAATGCTCCGCACTTATCAGCGACTTCCCTGAAACGTTTGTAGTCCCAAT  
188183 
 
Query  2175    CGCGAGGGTACGCGCTGCCACCGCAGATTATGAGTTTTGGCCTGAAGTCTAGGGCTTTTT  
2234 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  188182  CGCGAGGGTACGCGCTGCCACCGCAGATTATGAGTTTTGGCCTGAAGTCTAGGGCTTTTT  
188123 
 
Query  2235    CTTCCAAGCGGTCGTAGTCGATGTAGCCGGTGGTGGAGTTTACCTTGTAAGGGAGACTCT  
2294 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  188122  CTTCCAAGCGGTCGTAGTCGATGTAGCCGGTGGTGGAGTTTACCTTGTAAGGGAGACTCT  
188063 
 
Query  2295    CGAAGTAAATGGAGGTGGCGGAGATCTTCTTTCCGCCGGAGGTGTAGTAGCCGTGGGTGA  
2354 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  188062  CGAAGTAAATGGAGGTGGCGGAGATCTTCTTTCCGCCGGAGGTGTAGTAGCCGTGGGTGA  
188003 
 
Query  2355    GGTGGCCGCCGGAGCGGAGATCTAGCCCCATGATGCGGTCGTGGGGGTTGAGGACGGCGG  
2414 
               |||||||||||||| ||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  188002  GGTGGCCGCCGGAGGGGAGATCTAGCCCCATGATGCGGTCGTGGGGGTTGAGGACGGCGG  
187943 
 
Query  2415    TGTAGGCGGCGAAGTTGGCCGGGGAGCCGGAGTAGGGCTGGACGTTGACGCCCCAGGATT  
2474 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  187942  TGTAGGCGGCGAAGTTGGCCGGGGAGCCGGAGTAGGGCTGGACGTTGACGCCCCAGGATT  
187883 
 
Query  2475    GGGCGTCGAGGTGGAAGGCTTGGAGGGCGCGTGAGCGGCAGAGGTTTTCGATCTGGTCGA  
2534 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  187882  GGGCGTCGAGGTGGAAGGCTTGGAGGGCGCGTGAGCGGCAGAGGTTTTCGATCTGGTCGA  
187823 
 
Query  2535    TGTATTCATTGCCGCCGTAGTAGCGGTTGCCCGGCATGCCCTCGGAGTATTTGTTCGTGA  
2594 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  187822  TGTATTCATTGCCGCCGTAGTAGCGGTTGCCCGGCATGCCCTCGGAGTATTTGTTCGTGA  
187763 
 
185 
 
Query  2595    GAGCGCTGCCGAGGGCCTCGATGACGGCGAAGGAGGTGAAGTTCTCGGAGGCGATGAGCT  
2654 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  187762  GAGCGCTGCCGAGGGCCTCGATGACGGCGAAGGAGGTGAAGTTCTCGGAGGCGATGAGCT  
187703 
 
Query  2655    CGATTCCGCGGCATTGACGGCGCTTCTCCTTCTCGATGAGGTCATGGATCTCGGGATCCA  
2714 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  187702  CGATTCCGCGGCATTGACGGCGCTTCTCCTTCTCGATGAGGTCATGGATCTCGGGATCCA  
187643 
 
Query  2715    CCGTCGCCAAGGGCGTGTTACCCCACACGCTTACTGGATCCATGAACGGTGGAAATGAAT  
2774 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  187642  CCGTCGCCAAGGGCGTGTTACCCCACACGCTTACTGGATCCATGAACGGTGGAAATGAAT  
187583 
 
Query  2775    GAATGAGAGTGAGTGAAGAGCGAAAAGCCAAGAGCGAGAAGAGAGAGTGTTGTTGTGTTT  
2834 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  187582  GAATGAGAGTGAGTGAAGAGCGAAAAGCCAAGAGCGAGAAGAGAGAGTGTTGTTGTGTTT  
187523 
 
Query  2835    GTTGAGGTGGAATGGAAATATGAGTGCGTATGTGTTCGTTTTTAAAAGCTTTGAGACCGG  
2894 
               ||||||||||||||||||| |||||||||||||||||||||||||||||||||||||||| 
Sbjct  187522  GTTGAGGTGGAATGGAAATGTGAGTGCGTATGTGTTCGTTTTTAAAAGCTTTGAGACCGG  
187463 
 
Query  2895    GTGTGAAAGGACCGTTGTAGCCTGTGCTTCCGGTTGGTTAGTTACTTGTAGGTAAATTGT  
2954 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  187462  GTGTGAAAGGACCGTTGTAGCCTGTGCTTCCGGTTGGTTAGTTACTTGTAGGTAAATTGT  
187403 
 
Query  2955    GTCCACTTGTTCGCCTGGTGCTGGTTTACTACCAACCACAACTTCAATTCTTTGTTTTCT  
3014 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  187402  GTCCACTTGTTCGCCTGGTGCTGGTTTACTACCAACCACAACTTCAATTCTTTGTTTTCT  
187343 
 
Query  3015    Cttttttttttttt-AACATTTATAAATTTATAATCAATAATCAATATTTGTAGTATAAA  
3073 
               |||||||||||||| ||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  187342  CTTTTTTTTTTTTTTAACATTTATAAATTTATAATCAATAATCAATATTTGTAGTATAAA  
187283 
 
Query  3074    CATCTAGTATTTGTTTAACGCCGaaaaaaaaaTTTCAAATTAACTTAAAAATACTATTAA  
3133 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  187282  CATCTAGTATTTGTTTAACGCCGAAAAAAAAATTTCAAATTAACTTAAAAATACTATTAA  
187223 
 
Query  3134    TAACTAGTTTTGAGTAAACATTGTTCCAGATTAATAACTAGTTTTGAGTCTAAGATTCAA  
3193 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
186 
 
Sbjct  187222  TAACTAGTTTTGAGTAAACATTGTTCCAGATTAATAACTAGTTTTGAGTCTAAGATTCAA  
187163 
 
Query  3194    TTTTATAATTACATTGATGGTTATTGTTCAGGAACAAGATTTTATTATCTataataataa  
3253 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  187162  TTTTATAATTACATTGATGGTTATTGTTCAGGAACAAGATTTTATTATCTATAATAATAA  
187103 
 
Query  3254    taataatTTTTTACATCAGAATAAATGTTACGCATTTGGCTGGACGTTGACGCCCCAGGA  
3313 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  187102  TAATAATTTTTTACATCAGAATAAATGTTACGCATTTGGCTGGACGTTGACGCCCCAGGA  
187043 
 
Query  3314    TAGGACAAATTAGAATTTTATAATTACATCGATGGTTATTGTTCAGGAACAACCGATAAA  
3373 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  187042  TAGGACAAATTAGAATTTTATAATTACATCGATGGTTATTGTTCAGGAACAACCGATAAA  
186983 
 
Query  3374    TCACATTATTTTAATGCGAAAAACGTAAAAGCAAAAATTCCTAACATTTATTCTGATGTG  
3433 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  186982  TCACATTATTTTAATGCGAAAAACGTAAAAGCAAAAATTCCTAACATTTATTCTGATGTG  
186923 
 
Query  3434    AAAAATTATGTCCTAAATTCTAATTTGTTCCAAACACGATATTCATATTACCGTTTGGTT  
3493 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  186922  AAAAATTATGTCCTAAATTCTAATTTGTTCCAAACACGATATTCATATTACCGTTTGGTT  
186863 
 
Query  3494    GGTTGGGCGTTAGAAACTCCAATGCGTGAATTTCAAAACATAAATGACTTGCTTCTACAT  
3553 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  186862  GGTTGGGCGTTAGAAACTCCAATGCGTGAATTTCAAAACATAAATGACTTGCTTCTACAT  
186803 
 
Query  3554    CATTCACAGTTTTTAGGAAATTTTGCTTGTAGATGTGAATAAAACCATGTTATTTAATGC  
3613 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  186802  CATTCACAGTTTTTAGGAAATTTTGCTTGTAGATGTGAATAAAACCATGTTATTTAATGC  
186743 
 
Query  3614    AACACATGAAACAAATAGAGCAGTTGTTTAACAGGAGTACAAAACAAAAGTTAATTTATT  
3673 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  186742  AACACATGAAACAAATAGAGCAGTTGTTTAACAGGAGTACAAAACAAAAGTTAATTTATT  
186683 
 
Query  3674    AAGAAAAATAAACAGAAAAGAGCAGCGATCTTGATTAGTGTTATTAGTAGGATTCTCTTT  
3733 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  186682  AAGAAAAATAAACAGAAAAGAGCAGCGATCTTGATTAGTGTTATTAGTAGGATTCTCTTT  
186623 
 
187 
 
Query  3734    CTGTTGATAAAAAAGACAAAACAGTGGCTTGTGTTTAAAAGGTGTGCTGCATGCACTCAT  
3793 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  186622  CTGTTGATAAAAAAGACAAAACAGTGGCTTGTGTTTAAAAGGTGTGCTGCATGCACTCAT  
186563 
 
Query  3794    ACTCATAGATTTAGAAGTTTACTTGTTATCAAACCAGTTAGCTTAATTGGCTCTGTCAAG  
3853 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  186562  ACTCATAGATTTAGAAGTTTACTTGTTATCAAACCAGTTAGCTTAATTGGCTCTGTCAAG  
186503 
 
Query  3854    CATGGGAAGAGTTAAATTTGGAAAATGCTTACATCAAACTATCAAAGGCTTTTCATTCAA  
3913 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  186502  CATGGGAAGAGTTAAATTTGGAAAATGCTTACATCAAACTATCAAAGGCTTTTCATTCAA  
186443 
 
Query  3914    AAACAAGCATCAGCTTCACTTCTTAAACTTCAACTTAAGTTAAAGCAAGAAATTCATTTG  
3973 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  186442  AAACAAGCATCAGCTTCACTTCTTAAACTTCAACTTAAGTTAAAGCAAGAAATTCATTTG  
186383 
 
Query  3974    TTCTACAATTTGACTGGAAACCTGAATGTGTGATGCACACACTACATGTACGTCACTGCA  
4033 
               ||||||||||||||||||||||||||||||||||||||||||| |||||||||||||||| 
Sbjct  186382  TTCTACAATTTGACTGGAAACCTGAATGTGTGATGCACACACTGCATGTACGTCACTGCA  
186323 
 
Query  4034    AGACTTGGTTTTAAGTTTCTTTCCCAATTCTCAGTGAGTCAGTGTTGTTGGTATTTGGTA  
4093 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  186322  AGACTTGGTTTTAAGTTTCTTTCCCAATTCTCAGTGAGTCAGTGTTGTTGGTATTTGGTA  
186263 
 
Query  4094    GCAACGAGGTTGGTGGGGGCAATATAGCCAATTTATTCCCACCAAAATCACCAACCCCCC  
4153 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  186262  GCAACGAGGTTGGTGGGGGCAATATAGCCAATTTATTCCCACCAAAATCACCAACCCCCC  
186203 
 
Query  4154    TCTCTACTTCACTGATGCTGACTCTTTCCTTCCCCCACACCTTGCTTCATTAACATGGGG  
4213 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  186202  TCTCTACTTCACTGATGCTGACTCTTTCCTTCCCCCACACCTTGCTTCATTAACATGGGG  
186143 
 
Query  4214    GATAGTTAATTTGTAGGTTTCTGAATATGACTGGGAACTACTAAACATTGtttttttCCC  
4273 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  186142  GATAGTTAATTTGTAGGTTTCTGAATATGACTGGGAACTACTAAACATTGTTTTTTTCCC  
186083 
 
Query  4274    CAACCAATAAATTTTGATTTATGAAATTGATCCCCTTAAATAATACAATAGGTCTATGGG  
4333 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
188 
 
Sbjct  186082  CAACCAATAAATTTTGATTTATGAAATTGATCCCCTTAAATAATACAATAGGTCTATGGG  
186023 
 
Query  4334    ATTAATTTTGATTTAACAATGAAGTCAATGTTCAGCAGGCATGCATATTCAGCCAAAATC  
4393 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  186022  ATTAATTTTGATTTAACAATGAAGTCAATGTTCAGCAGGCATGCATATTCAGCCAAAATC  
185963 
 
Query  4394    ACATCGCAACAACAACCTCTTGTGTCTTCACCCCATCAAGTCAAAAGCTATTTAACTAAG  
4453 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  185962  ACATCGCAACAACAACCTCTTGTGTCTTCACCCCATCAAGTCAAAAGCTATTTAACTAAG  
185903 
 
Query  4454    AACATCTTTAAAAATATATCAGTGTTAACTTTTACTGTGCAGCCTCTAATAGTGCACCTT  
4513 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  185902  AACATCTTTAAAAATATATCAGTGTTAACTTTTACTGTGCAGCCTCTAATAGTGCACCTT  
185843 
 
Query  4514    TAAAATGACTTGATGTAACAAGCattttatcctttaactttaattaatttagtctttatc  
4573 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  185842  TAAAATGACTTGATGTAACAAGCATTTTATCCTTTAACTTTAATTAATTTAGTCTTTATC  
185783 
 
Query  4574    ttttattattagcattttagttcacgtttcctttttcacattttatACATGAGCTATTTT  
4633 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  185782  TTTTATTATTAGCATTTTAGTTCACGTTTCCTTTTTCACATTTTATACATGAGCTATTTT  
185723 
 
Query  4634    AAAATCCATACCAACTTCTATAAAAACATTTATCATTGTCCACTTTACAGGCATACCAGT  
4693 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  185722  AAAATCCATACCAACTTCTATAAAAACATTTATCATTGTCCACTTTACAGGCATACCAGT  
185663 
 
Query  4694    AACCAGTTTACTAATACCCAATTCAATGTGGTGAAATTATATTTAAAATAAAACCTTTTA  
4753 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  185662  AACCAGTTTACTAATACCCAATTCAATGTGGTGAAATTATATTTAAAATAAAACCTTTTA  
185603 
 
Query  4754    AGCCACCCTACTCAGTTCTATAATCATGAGAAATCTCGTAGCATCGTCAAGAGATGTTAA  
4813 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  185602  AGCCACCCTACTCAGTTCTATAATCATGAGAAATCTCGTAGCATCGTCAAGAGATGTTAA  
185543 
 
Query  4814    TATGGTATCAATAAtttttttCCCAGGATCAGGAAAAAATTAAACCTGCCTACCAAAACA  
4873 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  185542  TATGGTATCAATAATTTTTTTCCCAGGATCAGGAAAAAATTAAACCTGCCTACCAAAACA  
185483 
 
189 
 
Query  4874    ACTTAGAACAAATAATTTGGAGATTAAGCTGAACCACTCCACCAATTTTGAACAATCCCC  
4933 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  185482  ACTTAGAACAAATAATTTGGAGATTAAGCTGAACCACTCCACCAATTTTGAACAATCCCC  
185423 
 
Query  4934    CAAACTTTACTAACATGGCCAAGAAAGTCGTAGTTCGAAATTTATGATATAAATGAGATG  
4993 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  185422  CAAACTTTACTAACATGGCCAAGAAAGTCGTAGTTCGAAATTTATGATATAAATGAGATG  
185363 
 
Query  4994    CAACTAGTTCACTTACTAGGAAGCATTTTAATTTCATAATTCATAATTTCAGAGGTTGAT  
5053 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  185362  CAACTAGTTCACTTACTAGGAAGCATTTTAATTTCATAATTCATAATTTCAGAGGTTGAT  
185303 
 
Query  5054    GTTGGGCTTGACTTAAATCTCCCATTGGGCATTGGTGCCATTGCCAAAGCCATTTGTAAA  
5113 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  185302  GTTGGGCTTGACTTAAATCTCCCATTGGGCATTGGTGCCATTGCCAAAGCCATTTGTAAA  
185243 
 
Query  5114    GAGTCTTTCAATCGCGTATGTTATATGCGGTTGGCACGTCCCAACTTCCAAGTTATAAGT  
5173 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  185242  GAGTCTTTCAATCGCGTATGTTATATGCGGTTGGCACGTCCCAACTTCCAAGTTATAAGT  
185183 
 
Query  5174    CCTCAATTACCTACCTGTAGTTTTTAATTTATGACTTTATTATGCTCACttttttttttC  
5233 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  185182  CCTCAATTACCTACCTGTAGTTTTTAATTTATGACTTTATTATGCTCACTTTTTTTTTTC  
185123 
 
Query  5234    CGGTGAAATTGTCATGCTCACCAATGCTCTCATAATAATTCCGTGATATTTTATTTAATT  
5293 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  185122  CGGTGAAATTGTCATGCTCACCAATGCTCTCATAATAATTCCGTGATATTTTATTTAATT  
185063 
 
Query  5294    ACAACGCGGGACAAACTGCATCTAGATCTAGGCTACTACTACTATATTATAAGCGTATTA  
5353 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  185062  ACAACGCGGGACAAACTGCATCTAGATCTAGGCTACTACTACTATATTATAAGCGTATTA  
185003 
 
Query  5354    ATTGAGCAAATATCCAATTTTAAGATCTACTCAAGCTACGCGAGAAGGTTGTTGATCTAT  
5413 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  185002  ATTGAGCAAATATCCAATTTTAAGATCTACTCAAGCTACGCGAGAAGGTTGTTGATCTAT  
184943 
 
Query  5414    TTGTTTTCACTTTTAACATTAATTTGGTCATTGAATTGTTTTGCTTCAATAATTACATAT  
5473 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
190 
 
Sbjct  184942  TTGTTTTCACTTTTAACATTAATTTGGTCATTGAATTGTTTTGCTTCAATAATTACATAT  
184883 
 
Query  5474    TAGTAATAATAGTTGGAACGGCCATTTGCATGAAAAAATAGAAGGGCGAGTCATCTGAGT  
5533 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  184882  TAGTAATAATAGTTGGAACGGCCATTTGCATGAAAAAATAGAAGGGCGAGTCATCTGAGT  
184823 
 
Query  5534    CCTATGATTTGAttttttttttCTTaaaaaaaTCTCCCTTTTTATAAATAGAAAACCCAA  
5593 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  184822  CCTATGATTTGATTTTTTTTTTCTTAAAAAAATCTCCCTTTTTATAAATAGAAAACCCAA  
184763 
 
Query  5594    ATAAAAGTTAAAACAATAATTTATGCAATTATCCGAGTGAAAAGGTGCCAATATATTTTT  
5653 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  184762  ATAAAAGTTAAAACAATAATTTATGCAATTATCCGAGTGAAAAGGTGCCAATATATTTTT  
184703 
 
Query  5654    TGAAGAAAAAATAGTTTGATGCATGTCGTCATTATGAAGTAACTATTATGATCATTTGAA  
5713 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  184702  TGAAGAAAAAATAGTTTGATGCATGTCGTCATTATGAAGTAACTATTATGATCATTTGAA  
184643 
 
Query  5714    AAA-GGTCACCACATCTCAGACAGCGGACAACTGAAGCACATGGGTATTTCTTTCTTGGA  
5772 
               ||| |||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  184642  AAAAGGTCACCACATCTCAGACAGCGGACAACTGAAGCACATGGGTATTTCTTTCTTGGA  
184583 
 
Query  5773    TGCATGGGTTAAtttttatttttttGTTACTGATAATATTCTTTTAAATTTTAATCTATG  
5832 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  184582  TGCATGGGTTAATTTTTATTTTTTTGTTACTGATAATATTCTTTTAAATTTTAATCTATG  
184523 
 
Query  5833    AACATGCTCATGTTTCCAGCAGTACTGTACTTTACTTTTGAAAAAGaattattaattatt  
5892 
               ||||||||||||||||| |||||||||||||||||||||||||||||||||||||||||| 
Sbjct  184522  AACATGCTCATGTTTCCTGCAGTACTGTACTTTACTTTTGAAAAAGAATTATTAATTATT  
184463 
 
Query  5893    aattattataattCTCAAATCTTTTTAGTCGTATATTAATTCATTTCCCGGGATCGCTCA  
5952 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  184462  AATTATTATAATTCTCAAATCTTTTTAGTCGTATATTAATTCATTTCCCGGGATCGCTCA  
184403 
 
Query  5953    CTCTTTTACTATGAATGCGAATGAAATGGAAGGCGACttttttttctttgttatttttat  
6012 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  184402  CTCTTTTACTATGAATGCGAATGAAATGGAAGGCGACTTTTTTTTCTTTGTTATTTTTAT  
184343 
 
191 
 
Query  6013    tctcttttctttAAAGAGGAACCAACCGACATAGGTTTTTCAAAGCCTTGAGCTGTACTT  
6072 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  184342  TCTCTTTTCTTTAAAGAGGAACCAACCGACATAGGTTTTTCAAAGCCTTGAGCTGTACTT  
184283 
 
Query  6073    ATGCAGCAAGCTGGTAACGCAAAGCTAATACAAAATGTCCTTAAAAAAGTAATATAAAAT  
6132 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  184282  ATGCAGCAAGCTGGTAACGCAAAGCTAATACAAAATGTCCTTAAAAAAGTAATATAAAAT  
184223 
 
Query  6133    ATCTTTCAAGATTGGGGAAATTTAATTAACATAAATATCTTTTAATTAATTATGATAATT  
6192 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  184222  ATCTTTCAAGATTGGGGAAATTTAATTAACATAAATATCTTTTAATTAATTATGATAATT  
184163 
 
Query  6193    TCATCTTTAAAAAATACTGAAATTCTATTTATAAATTCAGATAAAAATAATATAGATTAA  
6252 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  184162  TCATCTTTAAAAAATACTGAAATTCTATTTATAAATTCAGATAAAAATAATATAGATTAA  
184103 
 
Query  6253    ACACATATTATTTATTAGAGACAATCTTATTTGAAGCACATTCGATTTTTATAGGTGAAA  
6312 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  184102  ACACATATTATTTATTAGAGACAATCTTATTTGAAGCACATTCGATTTTTATAGGTGAAA  
184043 
 
Query  6313    AAATTTTGATACTCATTCTCATGACT-AAATTCAAAATTATTAATTAAGTTGAAATAATT  
6371 
               |||||||||||||||||||||||||| ||||||||||||||||||||||||||||||||| 
Sbjct  184042  AAATTTTGATACTCATTCTCATGACTTAAATTCAAAATTATTAATTAAGTTGAAATAATT  
183983 
 
Query  6372    CTACACTAATTAATCCATATAATAAGAGGTACAAGAAGACTATAGGTAGGAGGACCTTGA  
6431 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  183982  CTACACTAATTAATCCATATAATAAGAGGTACAAGAAGACTATAGGTAGGAGGACCTTGA  
183923 
 
Query  6432    AGAGGAGATAGAGGAACACTTTGTGTGTAACTTCTTAATCAGGTCAACTAAACACCAATG  
6491 
               ||||||||||||||| |||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  183922  AGAGGAGATAGAGGAGCACTTTGTGTGTAACTTCTTAATCAGGTCAACTAAACACCAATG  
183863 
 
Query  6492    CAACCTACTCTGTCATGTCTCTGATGTTTTCCTTTTGTATGCAAATAACACTCAAGTTTG  
6551 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  183862  CAACCTACTCTGTCATGTCTCTGATGTTTTCCTTTTGTATGCAAATAACACTCAAGTTTG  
183803 
 
Query  6552    ATGTATAGAGTCGATCAGATGGACCAATGACAAATTTAAAGCATGGAAATTTTTATCCAt  
6611 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
192 
 
Sbjct  183802  ATGTATAGAGTCGATCAGATGGACCAATGACAAATTTAAAGCATGGAAATTTTTATCCAT  
183743 
 
Query  6612    tttttttATCAACAAAATAAATTAATCTAAGGATATCTCTATGTATCAGTGCATGTTTGA  
6671 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  183742  TTTTTTTATCAACAAAATAAATTAATCTAAGGATATCTCTATGTATCAGTGCATGTTTGA  
183683 
 
Query  6672    ATTAAAATTTGTAAAAAATATCTTTAGGTCTTATTTCTTTATAACAGAGTTTTGAGACAA  
6731 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  183682  ATTAAAATTTGTAAAAAATATCTTTAGGTCTTATTTCTTTATAACAGAGTTTTGAGACAA  
183623 
 
Query  6732    TTTTAAAAACAACCAAGTGCATGTTTGTTTTATTGTTATAGACGAACTTTTAGGACAAAA  
6791 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  183622  TTTTAAAAACAACCAAGTGCATGTTTGTTTTATTGTTATAGACGAACTTTTAGGACAAAA  
183563 
 
Query  6792    CGAGATTTACAAAAACATTCAGAATCCTGCTTTGCAAAATTGAGTTAGTGATTGTGGATC  
6851 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  183562  CGAGATTTACAAAAACATTCAGAATCCTGCTTTGCAAAATTGAGTTAGTGATTGTGGATC  
183503 
 
Query  6852    ATTTAAATTTATCATAAAATGTAACAAACATCCAAAGATACTCCAATTACTAAAGAACAC  
6911 
               ||||||||||||||||||||||||| |||||||||||||||||||||||||||||||||| 
Sbjct  183502  ATTTAAATTTATCATAAAATGTAACGAACATCCAAAGATACTCCAATTACTAAAGAACAC  
183443 
 
Query  6912    CGATGGGAAGTTGAGTTTTATAAAAACCAATCCAAGAGGATCGATCATCCACAAAAAAGA  
6971 
               ||||||||||||||||||||||||||||||||||||||||||||||||||||||||| || 
Sbjct  183442  CGATGGGAAGTTGAGTTTTATAAAAACCAATCCAAGAGGATCGATCATCCACAAAAA-GA  
183384 
 
Query  6972    CAGGGTGAGACCAACACAAAGATTTAATGCGGTTGCAACACGCCGAGTCGTGCGACGATT  
7031 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  183383  CAGGGTGAGACCAACACAAAGATTTAATGCGGTTGCAACACGCCGAGTCGTGCGACGATT  
183324 
 
Query  7032    CGGTaaaaataaaataaaaaTATCTTCTCAATAATTGTGATTATGCTGTACCAATATTTT  
7091 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  183323  CGGTAAAAATAAAATAAAAATATCTTCTCAATAATTGTGATTATGCTGTACCAATATTTT  
183264 
 
Query  7092    TGGTCGGTTCATCAAATTAATCTCCATGACTGGGGACCAGAGCTTGATTATTTATGTATG  
7151 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  183263  TGGTCGGTTCATCAAATTAATCTCCATGACTGGGGACCAGAGCTTGATTATTTATGTATG  
183204 
 
193 
 
Query  7152    CTGGTTTGTTTCCTTTATTTGATCACATGCACATTCACTTTGCTTGTGTTTTCTTTCATT  
7211 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  183203  CTGGTTTGTTTCCTTTATTTGATCACATGCACATTCACTTTGCTTGTGTTTTCTTTCATT  
183144 
 
Query  7212    TTCAAAAAATGTACAAGTAAATCACCGACACACGCATATTCATAGCGCTGGAGGAGGAGG  
7271 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  183143  TTCAAAAAATGTACAAGTAAATCACCGACACACGCATATTCATAGCGCTGGAGGAGGAGG  
183084 
 
Query  7272    GTTTTGCTTCACTGATATTTTCATTTGGCAATCCACAACGTAGTTAATAGTTAATAGGTC  
7331 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  183083  GTTTTGCTTCACTGATATTTTCATTTGGCAATCCACAACGTAGTTAATAGTTAATAGGTC  
183024 
 
Query  7332    ATACACCAATGAAAATAGCAAATCAGAAGCAACTATGATGACCCCATCTCCCTTGTAGTA  
7391 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  183023  ATACACCAATGAAAATAGCAAATCAGAAGCAACTATGATGACCCCATCTCCCTTGTAGTA  
182964 
 
Query  7392    GTACTCATCAAAATTTTGGGACTTGACTTCTGCAGTCATATTTCACTCATCAAAATATAT  
7451 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  182963  GTACTCATCAAAATTTTGGGACTTGACTTCTGCAGTCATATTTCACTCATCAAAATATAT  
182904 
 
Query  7452    TTTTGTATTTTAAGTGATTAGTGATTTGTTTGAAAA-GGTATTTTTCAATAGTAAAATTA  
7510 
               |||||||||||||||||||||||||||||||||||| ||||||||||||||||||||||| 
Sbjct  182903  TTTTGTATTTTAAGTGATTAGTGATTTGTTTGAAAAAGGTATTTTTCAATAGTAAAATTA  
182844 
 
Query  7511    TAAAATATATATTAATTGAtttttttt--GTTTGAAACAATTCATTACTGTGGACGAAAT  
7568 
               |||||||||||||||||||||||||||  ||||||||||||||||||||||||||||||| 
Sbjct  182843  TAAAATATATATTAATTGATTTTTTTTTTGTTTGAAACAATTCATTACTGTGGACGAAAT  
182784 
 
Query  7569    AAGAAAATAAAGTTAACCAATATATAAATTCAACCATTTCTAATTATAAGATTCCAAAAT  
7628 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  182783  AAGAAAATAAAGTTAACCAATATATAAATTCAACCATTTCTAATTATAAGATTCCAAAAT  
182724 
 
Query  7629    TAATTTGTGTGATAAAAAATAACCATAAAAATAGTTTTCATCACTTCAATAAATTTCTCC  
7688 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||| ||| 
Sbjct  182723  TAATTTGTGTGATAAAAAATAACCATAAAAATAGTTTTCATCACTTCAATAAATTTTTCC  
182664 
 
Query  7689    AACTTACttttttttCGAAACAACTTTTATCGTAGGGGGAAAATAGTTTTATACAAATTT  
7748 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
194 
 
Sbjct  182663  AACTTACTTTTTTTTCGAAACAACTTTTATCGTAGGGGGAAAATAGTTTTATACAAATTT  
182604 
 
Query  7749    GTATGACTTTATTATTAAA-GTAATTGATAATTTTACTGGAATAAGATATATTAAAACTA  
7807 
               ||||||||||||||||||| |||||||||||||||||||||||||||||||||||||||| 
Sbjct  182603  GTATGACTTTATTATTAAAAGTAATTGATAATTTTACTGGAATAAGATATATTAAAACTA  
182544 
 
Query  7808    CTTTTTACTAACATATTCAAATACAAAACCTATTTATATAGTAATTGACTAATTGTTAAA  
7867 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  182543  CTTTTTACTAACATATTCAAATACAAAACCTATTTATATAGTAATTGACTAATTGTTAAA  
182484 
 
Query  7868    CCTATATTTTGACCGGGTTGTTTACGAATAAAAAATGACAttttttttACAGTATTAGTT  
7927 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  182483  CCTATATTTTGACCGGGTTGTTTACGAATAAAAAATGACATTTTTTTTACAGTATTAGTT  
182424 
 
Query  7928    ATTATATTAAAGGATATCaaaatgaaaaaaattaagaaaataaaatgaatgtaaaataga  
7987 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  182423  ATTATATTAAAGGATATCAAAATGAAAAAAATTAAGAAAATAAAATGAATGTAAAATAGA  
182364 
 
Query  7988    ggaaagagaaatgTTAGGaatatattttatttttttatattgataattcataaaaattaa  
8047 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  182363  GGAAAGAGAAATGTTAGGAATATATTTTATTTTTTTATATTGATAATTCATAAAAATTAA  
182304 
 
Query  8048    acttaatttttattttacttatgttacttaattatgcgtcattttattttaCCCATCATT  
8107 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  182303  ACTTAATTTTTATTTTACTTATGTTACTTAATTATGCGTCATTTTATTTTACCCATCATT  
182244 
 
Query  8108    CAACATATAAACATAGCATAATTATCTAAATTTTAGCAAATATTTTTCTCTATCTAATAA  
8167 
               |||||||||||||||||| ||||||| ||||||||||||||||||||||||||||||||| 
Sbjct  182243  CAACATATAAACATAGCACAATTATCAAAATTTTAGCAAATATTTTTCTCTATCTAATAA  
182184 
 
Query  8168    ACATTTTATAACATAGATTTGATACCTACATGTTGAATGCTATGTAAttttttatttttt  
8227 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  182183  ACATTTTATAACATAGATTTGATACCTACATGTTGAATGCTATGTAATTTTTTATTTTTT  
182124 
 
Query  8228    ATGTTAACTTGATTAACATTGATTCTATCCTTTAAATATTTATAATGTCAAATAAAAACA  
8287 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  182123  ATGTTAACTTGATTAACATTGATTCTATCCTTTAAATATTTATAATGTCAAATAAAAACA  
182064 
 
195 
 
Query  8288    TTGAAGATTGGAATATAAATATTTTGTGTTTTACAATATTTAGAGAAACTTGGTTGATAT  
8347 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  182063  TTGAAGATTGGAATATAAATATTTTGTGTTTTACAATATTTAGAGAAACTTGGTTGATAT  
182004 
 
Query  8348    CACAAAAAATTGTAAGACAAAATTAATGTCAAGTGAGTTTAGAATACTAAATGAAAATTT  
8407 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  182003  CACAAAAAATTGTAAGACAAAATTAATGTCAAGTGAGTTTAGAATACTAAATGAAAATTT  
181944 
 
Query  8408    TAACATaaaaaaaaaaaa-TCAATGGAATGGAACCCATCCAGCGCAACTAGCTGAGTCAC  
8466 
               |||||||||||||||||| ||||||||||||||||||||||||||||||||||||||||| 
Sbjct  181943  TAACATAAAAAAAAAAAAATCAATGGAATGGAACCCATCCAGCGCAACTAGCTGAGTCAC  
181884 
 
Query  8467    ATACAGTGCCAAAAGACATGGGTACTACAAATGCTCACTTTAGTGGCTATGGAACAACCA  
8526 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  181883  ATACAGTGCCAAAAGACATGGGTACTACAAATGCTCACTTTAGTGGCTATGGAACAACCA  
181824 
 
Query  8527    TCAGCATTCAGCTCTTCCTTTTT-CTGTCGTAGGCCAAGAGACAAAGTTTGTCACAGGTT  
8585 
               ||||||||||||||||||||||| |||||||||||||||||||||||||||||||||||| 
Sbjct  181823  TCAGCATTCAGCTCTTCCTTTTTTCTGTCGTAGGCCAAGAGACAAAGTTTGTCACAGGTT  
181764 
 
Query  8586    TACAAATTGATTGTGGCCACAATCACACGGTAAACATTAGAATGGAAGaaaaaaaaTCTG  
8645 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  181763  TACAAATTGATTGTGGCCACAATCACACGGTAAACATTAGAATGGAAGAAAAAAAATCTG  
181704 
 
Query  8646    TCTATGATCGATGTCGTGAACTTCACCCACTCCATCAATGAAGAATTTATTTTAAATACA  
8705 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  181703  TCTATGATCGATGTCGTGAACTTCACCCACTCCATCAATGAAGAATTTATTTTAAATACA  
181644 
 
Query  8706    GTTACACACCAACTTAATAAGACTTTTTGCACAAAATTACCTGATTGGGAGGAATATGAA  
8765 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  181643  GTTACACACCAACTTAATAAGACTTTTTGCACAAAATTACCTGATTGGGAGGAATATGAA  
181584 
 
Query  8766    TTGTCTTATAAATCACGTATTCACAAGTTCTACTTTTACAAAACTCTTTACATGTATTTT  
8825 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  181583  TTGTCTTATAAATCACGTATTCACAAGTTCTACTTTTACAAAACTCTTTACATGTATTTT  
181524 
 
Query  8826    CCaaaaaaagaaaaaTCTTTACATGTATGTTAACCTACCTAACAAATCTCTAATTAACCT  
8885 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
196 
 
Sbjct  181523  CCAAAAAAAGAAAAATCTTTACATGTATGTTAACCTACCTAACAAATCTCTAATTAACCT  
181464 
 
Query  8886    ATAAATTTTTTAAATGCTTTTTAAGAAAACTTTATAGGCAGATAGAAGATTGTTGAGAGT  
8945 
               |||||||||||||||||||||| ||||||||||||||||||||||||||||||||||||| 
Sbjct  181463  ATAAATTTTTTAAATGCTTTTTGAGAAAACTTTATAGGCAGATAGAAGATTGTTGAGAGT  
181404 
 
Query  8946    TTTTTAAATGCTTATCAACAATCTCCGATAGTCCCTTAGCTTTACCAAGTACATGAAAAT  
9005 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  181403  TTTTTAAATGCTTATCAACAATCTCCGATAGTCCCTTAGCTTTACCAAGTACATGAAAAT  
181344 
 
Query  9006    CTTACATATAATGCTTTTACTTTACCAACTATTAACTTGAGCACCGAAATCTTTACCCGT  
9065 
               ||||||||||||||||||||||||||||||||||||||||||||||||||||||||| || 
Sbjct  181343  CTTACATATAATGCTTTTACTTTACCAACTATTAACTTGAGCACCGAAATCTTTACCAGT  
181284 
 
Query  9066    ATGCTCATTTGATGCATATTAAAATGTACAAAATTTTATAGAGGCCTGATCAATACCATC  
9125 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  181283  ATGCTCATTTGATGCATATTAAAATGTACAAAATTTTATAGAGGCCTGATCAATACCATC  
181224 
 
Query  9126    GAATGAAACCTTAATGACATGCTACTTGTTAGCGATGTCAATAAAGGCTTACTCAAGGAT  
9185 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  181223  GAATGAAACCTTAATGACATGCTACTTGTTAGCGATGTCAATAAAGGCTTACTCAAGGAT  
181164 
 
Query  9186    TATTCCACAGGCCTAAATCATAGACAATTTTACTTAATTGTATTTATTCAATTAGTCCTT  
9245 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  181163  TATTCCACAGGCCTAAATCATAGACAATTTTACTTAATTGTATTTATTCAATTAGTCCTT  
181104 
 
Query  9246    AGATGTCAAAGAATATATTAGATGATAGTTTTAGTGGCATGATAGAGAATGAAACCCACA  
9305 
               |||||||||||||| ||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  181103  AGATGTCAAAGAATCTATTAGATGATAGTTTTAGTGGCATGATAGAGAATGAAACCCACA  
181044 
 
Query  9306    TCTATaaaaaaaaGAAGACAAAAGTTAGTTTTAGATCTTTAATCACTTGTGTGAATTCAT  
9365 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  181043  TCTATAAAAAAAAGAAGACAAAAGTTAGTTTTAGATCTTTAATCACTTGTGTGAATTCAT  
180984 
 
Query  9366    ATTAGTTTTACGTGTATTCGAAGTGAAAATATTCATCTGTATGAGACCATAAACATTCTT  
9425 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  180983  ATTAGTTTTACGTGTATTCGAAGTGAAAATATTCATCTGTATGAGACCATAAACATTCTT  
180924 
 
197 
 
Query  9426    ATGAGAGACTTGTTTGAAGTATAATTTTTCATAGTACAGTAAAGCTGATTGTTGTTTTTT  
9485 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  180923  ATGAGAGACTTGTTTGAAGTATAATTTTTCATAGTACAGTAAAGCTGATTGTTGTTTTTT  
180864 
 
Query  9486    CTCGTACGCAAAATTTATATTCAGGACAATGTTTAAGAGTGAAAACATAATAAAATTAAC  
9545 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  180863  CTCGTACGCAAAATTTATATTCAGGACAATGTTTAAGAGTGAAAACATAATAAAATTAAC  
180804 
 
Query  9546    CTCACAAAAAGTAAGtatatatatatatatatatatatatatatatatataaatctcaat  
9605 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  180803  CTCACAAAAAGTAAGTATATATATATATATATATATATATATATATATATAAATCTCAAT  
180744 
 
Query  9606    caattaaaataataataaggacaaataaatagattctcacaaaatataatttattattaa  
9665 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  180743  CAATTAAAATAATAATAAGGACAAATAAATAGATTCTCACAAAATATAATTTATTATTAA  
180684 
 
Query  9666    attaatttttaacattataacttaacgataaaatattttttttatatttttttATGAACT  
9725 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  180683  ATTAATTTTTAACATTATAACTTAACGATAAAATATTTTTTTTATATTTTTTTATGAACT  
180624 
 
Query  9726    AATTTAACAACTCATCACATCTTGCAAAACAAAATGAATCATTTATCCTAATAATAATTT  
9785 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  180623  AATTTAACAACTCATCACATCTTGCAAAACAAAATGAATCATTTATCCTAATAATAATTT  
180564 
 
Query  9786    AATTTAGGCGTTTATTTTATGATGATTTAGCATCTTTTTGGGAGAATACTaaaaaacata  
9845 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  180563  AATTTAGGCGTTTATTTTATGATGATTTAGCATCTTTTTGGGAGAATACTAAAAAACATA  
180504 
 
Query  9846    taaaagaaaaagaaatattcaggatgaaaaatgaaatgcgtgtgaaaatTGGAAGGAGGT  
9905 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  180503  TAAAAGAAAAAGAAATATTCAGGATGAAAAATGAAATGCGTGTGAAAATTGGAAGGAGGT  
180444 
 
Query  9906    AAGGCTGGGTCGACCCAGATCTAGTTGAGCTCACCAACTCCCGCTCCCATTTCCTTATTT  
9965 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  180443  AAGGCTGGGTCGACCCAGATCTAGTTGAGCTCACCAACTCCCGCTCCCATTTCCTTATTT  
180384 
 
Query  9966    ATAGACAGAGTCTGATTGTTTCCTCACCACTCCCTCCACTCTCTTTCTCTAGTCCTGTTA  
10025 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
198 
 
Sbjct  180383  ATAGACAGAGTCTGATTGTTTCCTCACCACTCCCTCCACTCTCTTTCTCTAGTCCTGTTA  
180324 
 
Query  10026   TTTCTCAGCGCGTAAAGCATGGCTTTGTTGGTGGAGAAAACCACGAGTGGTCGCGAGTAC  
10085 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  180323  TTTCTCAGCGCGTAAAGCATGGCTTTGTTGGTGGAGAAAACCACGAGTGGTCGCGAGTAC  
180264 
 
Query  10086   AAGGTCAAGGACCTTTCCCAGGCCGACTTCGGCCGCCTCGAGATCGAGCTGGCCGAGGTT  
10145 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  180263  AAGGTCAAGGACCTTTCCCAGGCCGACTTCGGCCGCCTCGAGATCGAGCTGGCCGAGGTT  
180204 
 
Query  10146   GAGATGCCCGGCCTCATGGCCTGTCGGACCGAGTTCGGCCCCTCCCAGCCCTTCAAGGGG  
10205 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  180203  GAGATGCCCGGCCTCATGGCCTGTCGGACCGAGTTCGGCCCCTCCCAGCCCTTCAAGGGG  
180144 
 
Query  10206   GCCCGCATCACCGGCTCCCTCCACATGACCATCCAGACCGCCGTTCTCATTGAGACCCTC  
10265 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  180143  GCCCGCATCACCGGCTCCCTCCACATGACCATCCAGACCGCCGTTCTCATTGAGACCCTC  
180084 
 
Query  10266   ACCGCCCTTGGCGCCGAGGTCCGCTGGTGCTCCTGCAACATCTTCTCCACCCAGGACCAC  
10325 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  180083  ACCGCCCTTGGCGCCGAGGTCCGCTGGTGCTCCTGCAACATCTTCTCCACCCAGGACCAC  
180024 
 
Query  10326   GCCGCCGCCGCTATTGCCCGCGACAGTGCCGCCGTCTTCGCCTGGAAGGGTGAGACCCTC  
10385 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  180023  GCCGCCGCCGCTATTGCCCGCGACAGTGCCGCCGTCTTCGCCTGGAAGGGTGAGACCCTC  
179964 
 
Query  10386   CAGGAGTACTGGTGGTGCACCGAGCGCGCCCTCGACTGGGGCCCCGGTGGTGGACCCGAC  
10445 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  179963  CAGGAGTACTGGTGGTGCACCGAGCGCGCCCTCGACTGGGGCCCCGGTGGTGGACCCGAC  
179904 
 
Query  10446   CTCATCGTCGACGACGGTGGTGACGCTACCCTTCTCATCCACGAAGGCGTCAAGGCCGAG  
10505 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  179903  CTCATCGTCGACGACGGTGGTGACGCTACCCTTCTCATCCACGAAGGCGTCAAGGCCGAG  
179844 
 
Query  10506   GAGCTCTATGAGAAGACCGGCGAACTCCCCGACCCCAACTCCACCGACAACGCCGAGTTT  
10565 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  179843  GAGCTCTATGAGAAGACCGGCGAACTCCCCGACCCCAACTCCACCGACAACGCCGAGTTT  
179784 
 
199 
 
Query  10566   CAGATCGTGCTTACCATCATCAGAGATGGGTTGAAGACCGATCCCACCAGGTACCGCAAG  
10625 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  179783  CAGATCGTGCTTACCATCATCAGAGATGGGTTGAAGACCGATCCCACCAGGTACCGCAAG  
179724 
 
Query  10626   ATGAAGGAGCGTCTCGTTGGGGTTTCTGAGGAAACCACCACTGGAGTTAAGAGGCTCTAT  
10685 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  179723  ATGAAGGAGCGTCTCGTTGGGGTTTCTGAGGAAACCACCACTGGAGTTAAGAGGCTCTAT  
179664 
 
Query  10686   CAGATGCAGGCGAATGGGACTCTTCTCTTCCCTGCTATTAATGTCAATGACTCTGTCACC  
10745 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  179663  CAGATGCAGGCGAATGGGACTCTTCTCTTCCCTGCTATTAATGTCAATGACTCTGTCACC  
179604 
 
Query  10746   AAGAGCAAGGTAATGTCTCTTTTTCCCCCAGATCTAGTGTCTTTTTTGTGTTAAAATGTA  
10805 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  179603  AAGAGCAAGGTAATGTCTCTTTTTCCCCCAGATCTAGTGTCTTTTTTGTGTTAAAATGTA  
179544 
 
Query  10806   GGATTGAGTTCGGATCTGTTGTTTTTGGATGGGTTTTGTGCCATTGGTGAAATGAGGTTT  
10865 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  179543  GGATTGAGTTCGGATCTGTTGTTTTTGGATGGGTTTTGTGCCATTGGTGAAATGAGGTTT  
179484 
 
Query  10866   TGAACCTGTCAACTGTTTGACTAATGTCCTCTAAGAAGTCTGGATCGGTATTGGGTGCTA  
10925 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  179483  TGAACCTGTCAACTGTTTGACTAATGTCCTCTAAGAAGTCTGGATCGGTATTGGGTGCTA  
179424 
 
Query  10926   TTTTAGTGTGTTTGGATCTGTGTGTTGAAACGTCAGAACATTAGTAAGTTGCTTGCTAAC  
10985 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  179423  TTTTAGTGTGTTTGGATCTGTGTGTTGAAACGTCAGAACATTAGTAAGTTGCTTGCTAAC  
179364 
 
Query  10986   GTGACTTTAGGTAAATGGTCACATGTTTTATTACACAAATAAGGAATTGATTCTGAGTGC  
11045 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  179363  GTGACTTTAGGTAAATGGTCACATGTTTTATTACACAAATAAGGAATTGATTCTGAGTGC  
179304 
 
Query  11046   ACATTTTGATTTGAAGCTACTTTTGGATAGGATAAAATAAATTATACTGAATTTTACTAC  
11105 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  179303  ACATTTTGATTTGAAGCTACTTTTGGATAGGATAAAATAAATTATACTGAATTTTACTAC  
179244 
 
Query  11106   TGTTTTTGGTTTTAAAATAAAAAA-TGTTCAAACATAAATCATGTTGTTTCGAAATCTAT  
11164 
               |||||||||||||||||||||||| |||||||||||||||||||||||||| ||||| || 
200 
 
Sbjct  179243  TGTTTTTGGTTTTAAAATAAAAAAATGTTCAAACATAAATCATGTTGTTTCAAAATCAAT  
179184 
 
Query  11165   TTTAACTCGAAATCGTTTTCATTCAAAATTGGTTTTGCAAACATTGATCCAAACCGAGTC  
11224 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  179183  TTTAACTCGAAATCGTTTTCATTCAAAATTGGTTTTGCAAACATTGATCCAAACCGAGTC  
179124 
 
Query  11225   TTTTGTGACGGGTTGTTTATTGATTAGGGTATTGAAAGTAAGAAGTGGGTGATTGGATTT  
11284 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  179123  TTTTGTGACGGGTTGTTTATTGATTAGGGTATTGAAAGTAAGAAGTGGGTGATTGGATTT  
179064 
 
Query  11285   TGAGGACATTATACTAGCTGGTCATGGATCTAGTTGATTATAATTGGAttttgctttgtt  
11344 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  179063  TGAGGACATTATACTAGCTGGTCATGGATCTAGTTGATTATAATTGGATTTTGCTTTGTT  
179004 
 
Query  11345   gcttgtgttttgtttgtttaaccttttaatctgtggttttttaacagtttgACAACTTGT  
11404 
               |||||||||||||||||||||||||||||||||||||||| ||||||||||||||||||| 
Sbjct  179003  GCTTGTGTTTTGTTTGTTTAACCTTTTAATCTGTGGTTTTGTAACAGTTTGACAACTTGT  
178944 
 
Query  11405   ATGGGTGCCGTCACTCTCTCCCTGATGGTCTCATGAGGGCTACCGATGTTATGATTGCTG  
11464 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  178943  ATGGGTGCCGTCACTCTCTCCCTGATGGTCTCATGAGGGCTACCGATGTTATGATTGCTG  
178884 
 
Query  11465   GAAAGGTGGCTGTTGTGGCTGGATATGGTGATGTTGGCAAGGGTTGTGCTGCTGCAATGA  
11524 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  178883  GAAAGGTGGCTGTTGTGGCTGGATATGGTGATGTTGGCAAGGGTTGTGCTGCTGCAATGA  
178824 
 
Query  11525   AGCAGGCTGGTGCTCGTGTCATCGTGACCGAGATTGATCCCATCTGTGCCCTTCAGGCTC  
11584 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  178823  AGCAGGCTGGTGCTCGTGTCATCGTGACCGAGATTGATCCCATCTGTGCCCTTCAGGCTC  
178764 
 
Query  11585   TCATGGAAGGCCTTCAGGTTCTGACCTTGGAGGATGTTGTTTCTGAGGCTGATATCTTTG  
11644 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  178763  TCATGGAAGGCCTTCAGGTTCTGACCTTGGAGGATGTTGTTTCTGAGGCTGATATCTTTG  
178704 
 
Query  11645   TCACCACCACCGGTAACAAGGACATCATCATGGTTGACCACATGAGGAAAATGAAGAACA  
11704 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  178703  TCACCACCACCGGTAACAAGGACATCATCATGGTTGACCACATGAGGAAAATGAAGAACA  
178644 
 
201 
 
Query  11705   ATGCCATTGTTTGCAACATTGGTCACTTTGACAATGAGATCGACATGCTTGGGCTGGAGA  
11764 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  178643  ATGCCATTGTTTGCAACATTGGTCACTTTGACAATGAGATCGACATGCTTGGGCTGGAGA  
178584 
 
Query  11765   ACTACCCCGGCGTGAAGCGCATCACCATCAAGCCCCAAACTGACAGATGGGTCTTCCCTG  
11824 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  178583  ACTACCCCGGCGTGAAGCGCATCACCATCAAGCCCCAAACTGACAGATGGGTCTTCCCTG  
178524 
 
Query  11825   AGACCAACACCGGTATCATTGTCTTGGCTGAGGGTCGATTGATGAACTTGGGATGCGCCA  
11884 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  178523  AGACCAACACCGGTATCATTGTCTTGGCTGAGGGTCGATTGATGAACTTGGGATGCGCCA  
178464 
 
Query  11885   CTGGACACCCCAGTTTTGTGATGTCCTGCTCCTTCACCAACCAGGTCATTGCTCAGCTTG  
11944 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  178463  CTGGACACCCCAGTTTTGTGATGTCCTGCTCCTTCACCAACCAGGTCATTGCTCAGCTTG  
178404 
 
Query  11945   AGTTGTGGAAGGAGAAGAGTACCGGCAAGTACGAGAAGAAGGTTTACGTTTTGCCCAAGC  
12004 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  178403  AGTTGTGGAAGGAGAAGAGTACCGGCAAGTACGAGAAGAAGGTTTACGTTTTGCCCAAGC  
178344 
 
Query  12005   ACCTTGATGAGAAGGTGGCTGCACTTCACCTGGGCAAACTTGGAGCTAAGCTGACCCAGC  
12064 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  178343  ACCTTGATGAGAAGGTGGCTGCACTTCACCTGGGCAAACTTGGAGCTAAGCTGACCCAGC  
178284 
 
Query  12065   TTAGCAAGTCCCAGGCTGATTACATCAGTGTGCCTGTTGAGGGTCCATACAAGCCTGCTC  
12124 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  178283  TTAGCAAGTCCCAGGCTGATTACATCAGTGTGCCTGTTGAGGGTCCATACAAGCCTGCTC  
178224 
 
Query  12125   ACTACAGGTACTAAGTGATTGAGATGATCAACTGAAAAGTGAGTGAGGGAAAGACAAAAA  
12184 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  178223  ACTACAGGTACTAAGTGATTGAGATGATCAACTGAAAAGTGAGTGAGGGAAAGACAAAAA  
178164 
 
Query  12185   TCGGTTTTATCAATCGGATTTGATTGTTTAAttttcctttttttgatttttGGTGTTAGA  
12244 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  178163  TCGGTTTTATCAATCGGATTTGATTGTTTAATTTTCCTTTTTTTGATTTTTGGTGTTAGA  
178104 
 
Query  12245   CTTTTCAGATTTGTGGTAGAAGAATTGTAGCCATTTTTATTTCTGTAGAACTTTTGTTCG  
12304 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
202 
 
Sbjct  178103  CTTTTCAGATTTGTGGTAGAAGAATTGTAGCCATTTTTATTTCTGTAGAACTTTTGTTCG  
178044 
 
Query  12305   AGTGGGTGGGACCAGTAAGGAGGAAGGCGGCATCCTGTTGGTTTCTGTGATATGAAACCA  
12364 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  178043  AGTGGGTGGGACCAGTAAGGAGGAAGGCGGCATCCTGTTGGTTTCTGTGATATGAAACCA  
177984 
 
Query  12365   ATTTGGGTTGAATAAGGCTTGTTTTGTTTGGGGGATGTGTGCATTTTGCTTTATTAAATA  
12424 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  177983  ATTTGGGTTGAATAAGGCTTGTTTTGTTTGGGGGATGTGTGCATTTTGCTTTATTAAATA  
177924 
 
Query  12425   CTAAAATTTGTGTTTCTTTCTGCCTTTTCAATATATCAAAGAAAATaaaaaaaTTCCTAC  
12484 
               ||||||||||||||||||||||||||||||||| |||||||||||||||||||||||||| 
Sbjct  177923  CTAAAATTTGTGTTTCTTTCTGCCTTTTCAATACATCAAAGAAAATAAAAAAATTCCTAC  
177864 
 
Query  12485   CCATCTATCATCTAGTTTCGGAAACACATCGACACATTGTGGTATTATTTGGTGCTTCTG  
12544 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  177863  CCATCTATCATCTAGTTTCGGAAACACATCGACACATTGTGGTATTATTTGGTGCTTCTG  
177804 
 
Query  12545   CAATATTTTTAAGAAAGGGCAATCAGGGTAATTAAGTTCTCCAACTAATCCGATTTGAGC  
12604 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  177803  CAATATTTTTAAGAAAGGGCAATCAGGGTAATTAAGTTCTCCAACTAATCCGATTTGAGC  
177744 
 
Query  12605   TATATGGTGAATTAACTTAAGGGGTGAAGCTCTCACAAGTTGAATCAAATTCTTCACGTT  
12664 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  177743  TATATGGTGAATTAACTTAAGGGGTGAAGCTCTCACAAGTTGAATCAAATTCTTCACGTT  
177684 
 
Query  12665   AAACTATATTTACTGGAGTGTGGCTAGGAGTGATGTTTTTGGCCTTGGTTAAACTATATT  
12724 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  177683  AAACTATATTTACTGGAGTGTGGCTAGGAGTGATGTTTTTGGCCTTGGTTAAACTATATT  
177624 
 
Query  12725   TACTCTCCTTTGTTAATATGGTGTAACCGAGGTATACTATCTTTGTTGGACTTTTATCCA  
12784 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  177623  TACTCTCCTTTGTTAATATGGTGTAACCGAGGTATACTATCTTTGTTGGACTTTTATCCA  
177564 
 
Query  12785   CTTTGTAATTGATTGGGGGCACCCATTTGTGCCTTTTATATATATACCCTATATTTTCGC  
12844 
               ||||||||||||||||||||||||||||||||||||||||||||||| |||||||||||| 
Sbjct  177563  CTTTGTAATTGATTGGGGGCACCCATTTGTGCCTTTTATATATATACACTATATTTTCGC  
177504 
 
203 
 
Query  12845   TGTTTTAATaaaaaaataaaaaTTCTTTACGTTAATCTTCTCCCATCTCGACAATCCTTG  
12904 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  177503  TGTTTTAATAAAAAAATAAAAATTCTTTACGTTAATCTTCTCCCATCTCGACAATCCTTG  
177444 
 
Query  12905   GAAGAGAAATAAGAAAATAAGAGAATATATTTATCtttttaattcatagtatttatcgta  
12964 
               ||||||||||||||||||||||||||||||||||||||||||||||||||||||||| || 
Sbjct  177443  GAAGAGAAATAAGAAAATAAGAGAATATATTTATCTTTTTAATTCATAGTATTTATCATA  
177384 
 
Query  12965   aagtaaaagtattttaataaagaaattattttaaaaaaaattatttgattttttaaaaag  
13024 
               |||||||||||||||||||||||||||||||| ||||||||||||||||||||||||||| 
Sbjct  177383  AAGTAAAAGTATTTTAATAAAGAAATTATTTTTAAAAAAATTATTTGATTTTTTAAAAAG  
177324 
 
Query  13025   aaattaagaaaaaaaaaGAAGATACACAAAATCATTTCCAATCATGAACAATGGAGAAGA  
13084 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  177323  AAATTAAGAAAAAAAAAGAAGATACACAAAATCATTTCCAATCATGAACAATGGAGAAGA  
177264 
 
Query  13085   ATTTCCCAAATGAACCCACAGAATTTGTCAATTTCGTTCTTATTTCTTTCTGAACCAATC  
13144 
               ||||||||||||||||||||||||||||||||||||||||||||||||| |||||||||| 
Sbjct  177263  ATTTCCCAAATGAACCCACAGAATTTGTCAATTTCGTTCTTATTTCTTTTTGAACCAATC  
177204 
 
Query  13145   GAGTGAAATCTCTCCTTTCTATTTCTCTCCTTAACACCCAATCCAATTATAATGTTCAGG  
13204 
               ||||||||| |||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  177203  GAGTGAAATGTCTCCTTTCTATTTCTCTCCTTAACACCCAATCCAATTATAATGTTCAGG  
177144 
 
Query  13205   ACTCCTTTCATAGTGaaaaaaaaaTTGTTCATTCTTAAAATCAAGAGATTCCTATTTTGT  
13264 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  177143  ACTCCTTTCATAGTGAAAAAAAAATTGTTCATTCTTAAAATCAAGAGATTCCTATTTTGT  
177084 
 
Query  13265   TATTAACCTCATAAAACATAGCTCCCAAATAGCCTATGAAATCGTTTGCTTTAATTTCTT  
13324 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  177083  TATTAACCTCATAAAACATAGCTCCCAAATAGCCTATGAAATCGTTTGCTTTAATTTCTT  
177024 
 
Query  13325   TAGTTTTTGTTACAATGATAAAACGAATTTAGACCTCGCCCAAATTATAAAACAATATGG  
13384 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  177023  TAGTTTTTGTTACAATGATAAAACGAATTTAGACCTCGCCCAAATTATAAAACAATATGG  
176964 
 
Query  13385   TTTGTTGCTTAGaaaaaggaaaggaaaaagacaaaagcgactaagggataaaaaCTTCCC  
13444 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
204 
 
Sbjct  176963  TTTGTTGCTTAGAAAAAGGAAAGGAAAAAGACAAAAGCGACTAAGGGATAAAAACTTCCC  
176904 
 
Query  13445   CATACTATTTTACTAGATATGGGTCTAAACTTTAGCATGCACATTGATCCAATTTAGGCT  
13504 
               ||||||||          ||||||||||| |||||||||||||||||||||||||||||| 
Sbjct  176903  CATACTAT----------ATGGGTCTAAATTTTAGCATGCACATTGATCCAATTTAGGCT  
176854 
 
Query  13505   CAGAGCATTCTTGTTTCACATCAATTTTTGCAAGACTCTGTGCTGGATGATTCTCTGTTT  
13564 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  176853  CAGAGCATTCTTGTTTCACATCAATTTTTGCAAGACTCTGTGCTGGATGATTCTCTGTTT  
176794 
 
Query  13565   TTGCGTGAAAAAATGAGTGCAAAAGTTCCTCAGTGACGCATTGGATTTGAATATCCTAAC  
13624 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  176793  TTGCGTGAAAAAATGAGTGCAAAAGTTCCTCAGTGACGCATTGGATTTGAATATCCTAAC  
176734 
 
Query  13625   GTACGTCTTGAATGCTGTTGGTAAAGAGTGGCAACAAGTAAAAGTCGTATTCTTCACTAG  
13684 
               |||||||||||||||||||||||||||||||||||||| ||||||||||||||||||||| 
Sbjct  176733  GTACGTCTTGAATGCTGTTGGTAAAGAGTGGCAACAAGAAAAAGTCGTATTCTTCACTAG  
176674 
 
Query  13685   AACATAGGTGCTCTTTTTGGGTCAACTATTTTTATTGTGTCACTCATCTTCGATGTTTAG  
13744 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  176673  AACATAGGTGCTCTTTTTGGGTCAACTATTTTTATTGTGTCACTCATCTTCGATGTTTAG  
176614 
 
Query  13745   TCTTGCATTGCATTGCCATTAATTATAGCGGTGTTTGCTGAACGGATCCTTTATAGTGAA  
13804 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  176613  TCTTGCATTGCATTGCCATTAATTATAGCGGTGTTTGCTGAACGGATCCTTTATAGTGAA  
176554 
 
Query  13805   TTTTATGTATCTGTCAGAGTCAGATTCAATACAAGCCTTGCCTGAACTTCTCAATACTGA  
13864 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  176553  TTTTATGTATCTGTCAGAGTCAGATTCAATACAAGCCTTGCCTGAACTTCTCAATACTGA  
176494 
 
Query  13865   TCTGGAAAAGGACAAGAGGCCAATAACACAATTTGCATCTCGAATACGCCAATTGTATTT  
13924 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  176493  TCTGGAAAAGGACAAGAGGCCAATAACACAATTTGCATCTCGAATACGCCAATTGTATTT  
176434 
 
Query  13925   TTATACGCAGCCTCATTCATAGTCCATTAGTCAAAGTATGTGGTTTGAAAACAGGAATAA  
13984 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  176433  TTATACGCAGCCTCATTCATAGTCCATTAGTCAAAGTATGTGGTTTGAAAACAGGAATAA  
176374 
 
205 
 
Query  13985   CGAAAACCAAGTATGAGAGTGCCAGTAAAGATTGATTGAGTAACAAGTCACTATTGAGAT  
14044 
               |||||||||||||||||||||| ||||||||||||||||||||||||||||||||||||| 
Sbjct  176373  CGAAAACCAAGTATGAGAGTGCTAGTAAAGATTGATTGAGTAACAAGTCACTATTGAGAT  
176314 
 
Query  14045   GTTTCCAAAAACGTCAACGACAAATAAACAATTTTGATAAAAGTTTCATGATATTTTCCC  
14104 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  176313  GTTTCCAAAAACGTCAACGACAAATAAACAATTTTGATAAAAGTTTCATGATATTTTCCC  
176254 
 
Query  14105   TAATATTTTATTAAGAATCTTGAATAAGCTAATGTTAGGTGTGAAAATAAGCATGAACAA  
14164 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  176253  TAATATTTTATTAAGAATCTTGAATAAGCTAATGTTAGGTGTGAAAATAAGCATGAACAA  
176194 
 
Query  14165   CTTGGATATTAATAGACCAACAAAGTAAAAAGGTCCTATCTTGCTTAGTCCCCAATCCTC  
14224 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  176193  CTTGGATATTAATAGACCAACAAAGTAAAAAGGTCCTATCTTGCTTAGTCCCCAATCCTC  
176134 
 
Query  14225   AATAAATAATACAGTAGAAAGGATAAAACTACTGGAAATCCTTCTATATAATTATGAATT  
14284 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||| | 
Sbjct  176133  AATAAATAATACAGTAGAAAGGATAAAACTACTGGAAATCCTTCTATATAATTATGAAGT  
176074 
 
Query  14285   ATCACATTCAATAAATCTAGATAACATTAAATGCATGAAAAATAAAAGATAGAAATTTCA  
14344 
               |||||||||||||||||| ||||||||||||||||| ||||||||||||||| ||||||| 
Sbjct  176073  ATCACATTCAATAAATCTTGATAACATTAAATGCATCAAAAATAAAAGATAGGAATTTCA  
176014 
 
Query  14345   AGATTTTGGAATTTCATCTTTAACTCTGACTAGTATCATATTCATTTTATAAAAATGAAG  
14404 
               || ||||| || |||||||||||||||||    ||||| |||||||||||||| ||  || 
Sbjct  176013  AGGTTTTGAAAGTTCATCTTTAACTCTGA----TATCACATTCATTTTATAAAGATCGAG  
175958 
 
Query  14405   ATAACATTTTAAAGGGTTCTTAAAATTATGAAAAATAATTTATTTCTATTTATTACTCTC  
14464 
               |||||||||| |||| ||||| ||| |||||||| |||||||||||||||||||||| || 
Sbjct  175957  ATAACATTTTTAAGGATTCTTGAAAATATGAAAATTAATTTATTTCTATTTATTACTTTC  
175898 
 
Query  14465   GTGTGAAATCATATCCCTCAATTATATAAATGGAGACTTGTGATAAATTGTAGCAAACAA  
14524 
               | ||||||| ||| |||| || |||||||||| | ||||||||| | ||||||||||||| 
Sbjct  175897  GGGTGAAATTATACCCCTTAACTATATAAATGAAAACTTGTGATGAGTTGTAGCAAACAA  
175838 
 
Query  14525   GTGAGATGCTTTTAAGAGTGAGAAAGTTTTTGTAATCTTTTTTAATAAAAAAGAGTTATA  
14584 
               ||||||||||||||||||||||| ||||||||||||  | || ||||||| ||||||||| 
206 
 
Sbjct  175837  GTGAGATGCTTTTAAGAGTGAGAGAGTTTTTGTAATTCTCTTCAATAAAAGAGAGTTATA  
175778 
 
Query  14585   CTTCTTCATACTTGGTGAGTGCTTGAAAAATATTTTAAATCATCATATTGAGTGAGATTA  
14644 
                ||| | |||||||||||||| |||| ||||||||||||||||||||||||||||||||| 
Sbjct  175777  TTTCATTATACTTGGTGAGTGTTTGAGAAATATTTTAAATCATCATATTGAGTGAGATTA  
175718 
 
Query  14645   AAATCATTGTAATCCTATTTCATAGTGAAAATatttttttttgatttgatttcgcaattt  
14704 
               ||||||||||||||||||||||||||||| ||||||||||| || |||||||||  |||| 
Sbjct  175717  AAATCATTGTAATCCTATTTCATAGTGAAGATATTTTTTTT-GACTTGATTTCGTGATTT  
175659 
 
Query  14705   tttcctttcacattaattttttttta-tattattattcttctcttattctcttagtttat  
14763 
               |||||||||||||||| ||||||||  ||||||| ||||||||||||||||||||||||| 
Sbjct  175658  TTTCCTTTCACATTAAATTTTTTTTGGTATTATTCTTCTTCTCTTATTCTCTTAGTTTAT  
175599 
 
Query  14764   ttttcttattattcatcttaATGATATAAAGTGGGAAATTTATTCTTGATATTTTCCAAC  
14823 
               ||||||||| |||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  175598  TTTTCTTATCATTCATCTTAATGATATAAAGTGGGAAATTTATTCTTGATATTTTCCAAC  
175539 
 
Query  14824   AAAAATAAAGCAGGCTATCAATCCCATTACTAAACAAGTCCAAAGTTGGTGGGTTGCGGG  
14883 
               |||||||||||||| ||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  175538  AAAAATAAAGCAGGTTATCAATCCCATTACTAAACAAGTCCAAAGTTGGTGGGTTGCGGG  
175479 
 
Query  14884   TGGTAGGTGTGTTAAACGTGTTCGACAAATCTTTAAATTACGATCTCAATTCTCTACTGC  
14943 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  175478  TGGTAGGTGTGTTAAACGTGTTCGACAAATCTTTAAATTACGATCTCAATTCTCTACTGC  
175419 
 
Query  14944   CGAAGGTGTGACCTCACATACATCTTTGTATACTATTAATAAATAATAAATTTATGCGAA  
15003 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  175418  CGAAGGTGTGACCTCACATACATCTTTGTATACTATTAATAAATAATAAATTTATGCGAA  
175359 
 
Query  15004   AATGATGTTGTTATGGCATTATTTTATGTCAAGACAAAAACATGAAATGTGGAGTATCTG  
15063 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  175358  AATGATGTTGTTATGGCATTATTTTATGTCAAGACAAAAACATGAAATGTGGAGTATCTG  
175299 
 
Query  15064   CCATTTGGTTCTCTCTAATTATTGTTTGAAATAGTGGTTTTCATAGAATCATCATTCAGC  
15123 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  175298  CCATTTGGTTCTCTCTAATTATTGTTTGAAATAGTGGTTTTCATAGAATCATCATTCAGC  
175239 
 
207 
 
Query  15124   TGGATTCAAATGATGCCT-----------AATCTAACGCATGACACTCAATCACTATGGA  
15172 
               |||||||||||||||| |           ||||||||||||||||||||||| ||||||| 
Sbjct  175238  TGGATTCAAATGATGCATTTAGTTAAGGAAATCTAACGCATGACACTCAATCCCTATGGA  
175179 
 
Query  15173   GAAGCACTAAGCAAGTTGTTTGAATCATATCATATGACCAGGAGCGTAAGCAACAATAGA  
15232 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  175178  GAAGCACTAAGCAAGTTGTTTGAATCATATCATATGACCAGGAGCGTAAGCAACAATAGA  
175119 
 
Query  15233   ATGAATATAGATGATGTAATACAAAATTTATATTCATTTTAGGCATATGAAACTTGACCG  
15292 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  175118  ATGAATATAGATGATGTAATACAAAATTTATATTCATTTTAGGCATATGAAACTTGACCG  
175059 
 
Query  15293   TTTACGTTCAATATCATTTTACGGACAAGAATGTCAAGTACTAACTCATCTCATCTCGTG  
15352 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  175058  TTTACGTTCAATATCATTTTACGGACAAGAATGTCAAGTACTAACTCATCTCATCTCGTG  
174999 
 
Query  15353   CTAGGTTTGGTTGGATTATAATAGTTTCAAATCTTAAACTCATAAtttttttAAGGATTT  
15412 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  174998  CTAGGTTTGGTTGGATTATAATAGTTTCAAATCTTAAACTCATAATTTTTTTAAGGATTT  
174939 
 
Query  15413   AACTTTCAATTAGCAAAAACTACTTAAGATTCAATTAATCTTACCCAAGCACGAAACATT  
15472 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  174938  AACTTTCAATTAGCAAAAACTACTTAAGATTCAATTAATCTTACCCAAGCACGAAACATT  
174879 
 
Query  15473   TAAGGTGAGAAAGTTTTCCCATGTTTATTTTTTCGGTTCACAACATTTGAACTTGGAACT  
15532 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  174878  TAAGGTGAGAAAGTTTTCCCATGTTTATTTTTTCGGTTCACAACATTTGAACTTGGAACT  
174819 
 
Query  15533   CTATATAAGAAAATCAAtttttttACTAAATGCAAGAGACGTTAGTTTAATGAAATTTAT  
15592 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  174818  CTATATAAGAAAATCAATTTTTTTACTAAATGCAAGAGACGTTAGTTTAATGAAATTTAT  
174759 
 
Query  15593   CATGTAAATGAtttttttttCTTAACCTGGAATCAATTTTGAATAACAAttttttttATT  
15652 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  174758  CATGTAAATGATTTTTTTTTCTTAACCTGGAATCAATTTTGAATAACAATTTTTTTTATT  
174699 
 
Query  15653   ACAACAGGAAGAAAGTAGAGCTTATTAGGGTATTATAACATCACCAAGTAAGTATCAAAA  
15712 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
208 
 
Sbjct  174698  ACAACAGGAAGAAAGTAGAGCTTATTAGGGTATTATAACATCACCAAGTAAGTATCAAAA  
174639 
 
Query  15713   CTATATGAAAGAGGTTACAAATTTGTAAACGATTTACTCGTGTGACTTGAGTTTTATAAA  
15772 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  174638  CTATATGAAAGAGGTTACAAATTTGTAAACGATTTACTCGTGTGACTTGAGTTTTATAAA  
174579 
 
Query  15773   GAAGTTACAAAATCTTTTTAGCCTTCTTAGACAAGTTAAAATAAACTTACACTTCTATAA  
15832 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  174578  GAAGTTACAAAATCTTTTTAGCCTTCTTAGACAAGTTAAAATAAACTTACACTTCTATAA  
174519 
 
Query  15833   TCACCATGAAATCTAGAGGCTAAATCATCACTTATATCATGAAAGATGAAAAATAGTAAT  
15892 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  174518  TCACCATGAAATCTAGAGGCTAAATCATCACTTATATCATGAAAGATGAAAAATAGTAAT  
174459 
 
Query  15893   CAAGAGACTTTAAGAGTTAGATTTATGTGTTTTATCTTTACATGAAAGAGAATAGCAATT  
15952 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  174458  CAAGAGACTTTAAGAGTTAGATTTATGTGTTTTATCTTTACATGAAAGAGAATAGCAATT  
174399 
 
Query  15953   TAAAAACTTTAAGATTTAGTTATTTTTACTTATATGATGTTAAAtttttttatttttATT  
16012 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  174398  TAAAAACTTTAAGATTTAGTTATTTTTACTTATATGATGTTAAATTTTTTTATTTTTATT  
174339 
 
Query  16013   GGATGTGAGACTTTATTTCACATTTATACTTCAAT--------TTCTACCAATAAAAAAG  
16064 
               ||||||| |||||||||||||||||||||||||||        ||||||||||||||||| 
Sbjct  174338  GGATGTGGGACTTTATTTCACATTTATACTTCAATAATTCAATTTCTACCAATAAAAAAG  
174279 
 
Query  16065   AGTAATAATTGCAAGGGAAAAAACAGAGGAAACAGGTTGGAGTTTTATGCACCCTCTTCT  
16124 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  174278  AGTAATAATTGCAAGGGAAAAAACAGAGGAAACAGGTTGGAGTTTTATGCACCCTCTTCT  
174219 
 
Query  16125   AGGGAATTTGTTAGCTTTGTGCTTTGATGACCTCGTAAAGAAAAGAGAAATTTTGAAATT  
16184 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  174218  AGGGAATTTGTTAGCTTTGTGCTTTGATGACCTCGTAAAGAAAAGAGAAATTTTGAAATT  
174159 
 
Query  16185   TCAAATTGTTTCAGATGCAGAAAAATCACAAAGGTTTAGGCTCTAGGCTTTTTAGAGGTT  
16244 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  174158  TCAAATTGTTTCAGATGCAGAAAAATCACAAAGGTTTAGGCTCTAGGCTTTTTAGAGGTT  
174099 
 
209 
 
Query  16245   TATGGCCCAATAAAGGTGAATTTTTTCAAATTGGGCTTCTCGACTTAACATTATTTTTAG  
16304 
               ||||||||||||||||||||||||||||||||||||||||| |||||||||||||||||| 
Sbjct  174098  TATGGCCCAATAAAGGTGAATTTTTTCAAATTGGGCTTCTCAACTTAACATTATTTTTAG  
174039 
 
Query  16305   AATTAAGTTTTACAAAAGTAATGTAAGTAGAAAATCATAATACACTAATTGACATATTCA  
16364 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  174038  AATTAAGTTTTACAAAAGTAATGTAAGTAGAAAATCATAATACACTAATTGACATATTCA  
173979 
 
Query  16365   ATTAAATAAAAATACTTGATTATTTTATAAATACATATATTGCTTATATAATAACATTAA  
16424 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  173978  ATTAAATAAAAATACTTGATTATTTTATAAATACATATATTGCTTATATAATAACATTAA  
173919 
 
Query  16425   GAATTTCATATGGTGACTATTGTttaacagaaaaataattctaaattaaactatagcaat  
16484 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  173918  GAATTTCATATGGTGACTATTGTTTAACAGAAAAATAATTCTAAATTAAACTATAGCAAT  
173859 
 
Query  16485   aattaataataacattaaaattacatattatactaaaaaaataaaaTTTAGTTCCTAAGT  
16544 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  173858  AATTAATAATAACATTAAAATTACATATTATACTAAAAAAATAAAATTTAGTTCCTAAGT  
173799 
 
Query  16545   CTCTTAGTTTTAAGATTTGTTAATTGAATTTTATGCATTATACCCAATTCTTAAATCGCT  
16604 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  173798  CTCTTAGTTTTAAGATTTGTTAATTGAATTTTATGCATTATACCCAATTCTTAAATCGCT  
173739 
 
Query  16605   TTGTTGCCATCCCTCCTTAAATATCATCATATTTTGTCTGTCATCTTAGGCCCAAAAAGC  
16664 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  173738  TTGTTGCCATCCCTCCTTAAATATCATCATATTTTGTCTGTCATCTTAGGCCCAAAAAGC  
173679 
 
Query  16665   TTTCATTCCAAAAGCCTGATAGACCCCCCTTTGCTTTGCCTGCCGAAACAGTGAAACACT  
16724 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  173678  TTTCATTCCAAAAGCCTGATAGACCCCCCTTTGCTTTGCCTGCCGAAACAGTGAAACACT  
173619 
 
Query  16725   TGCTGCTGTGGATAATAACAAGAAAAAGCTACAGTGTAGAAAATAGTTGCTGACCTCATT  
16784 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  173618  TGCTGCTGTGGATAATAACAAGAAAAAGCTACAGTGTAGAAAATAGTTGCTGACCTCATT  
173559 
 
Query  16785   ATCTGTCAGAGGAACACTGGCTTATATTGTAAAATAAAAATCTAAATTCAGATAGGCAAA  
16844 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
210 
 
Sbjct  173558  ATCTGTCAGAGGAACACTGGCTTATATTGTAAAATAAAAATCTAAATTCAGATAGGCAAA  
173499 
 
Query  16845   GGGAACTAACTAGTTAATGCAGATGTGATCAAATTTTCCaataaaaatgataaaataaaa  
16904 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  173498  GGGAACTAACTAGTTAATGCAGATGTGATCAAATTTTCCAATAAAAATGATAAAATAAAA  
173439 
 
Query  16905   atcttcatctaattaaataaaaatgacaaaaaaagagtaaagagttgaaaaataatTTAT  
16964 
               ||||||||||||||||| |||||||||||||||||||||||||||||||||||||||||| 
Sbjct  173438  ATCTTCATCTAATTAAACAAAAATGACAAAAAAAGAGTAAAGAGTTGAAAAATAATTTAT  
173379 
 
Query  16965   TTCCTTTCCCCTCTCTTTTTGTTGTTGAAAAAGACTGAGATGGGGAGGGTGGGTAAATTG  
17024 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  173378  TTCCTTTCCCCTCTCTTTTTGTTGTTGAAAAAGACTGAGATGGGGAGGGTGGGTAAATTG  
173319 
 
Query  17025   GGTACTCTTTCTATACTAACACTATAAAATATGAGGCCCACAAGTGCTCTTGAGTAGAGT  
17084 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  173318  GGTACTCTTTCTATACTAACACTATAAAATATGAGGCCCACAAGTGCTCTTGAGTAGAGT  
173259 
 
Query  17085   ATGGAGTGTGGATCCCCTAGGGGCACCAAAGCATAAATGCTCACTTGGATAGTTGTTGTT  
17144 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  173258  ATGGAGTGTGGATCCCCTAGGGGCACCAAAGCATAAATGCTCACTTGGATAGTTGTTGTT  
173199 
 
Query  17145   GGAAGTGGCCTACCATTACCTATAGGCTATAGCATAGCATGCTTGGACATATCTATTGTT  
17204 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  173198  GGAAGTGGCCTACCATTACCTATAGGCTATAGCATAGCATGCTTGGACATATCTATTGTT  
173139 
 
Query  17205   CAACAAACATATCAATATTGCTTTCAAAGGCCATTTTGTCAAGCTTCACAAATCTACAGC  
17264 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  173138  CAACAAACATATCAATATTGCTTTCAAAGGCCATTTTGTCAAGCTTCACAAATCTACAGC  
173079 
 
Query  17265   CCTCAGTTTTTTAAGTTTGACATTGGCACATGACATGGCTATTTACTAACTTTGCAATGT  
17324 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  173078  CCTCAGTTTTTTAAGTTTGACATTGGCACATGACATGGCTATTTACTAACTTTGCAATGT  
173019 
 
Query  17325   GAAGGCTTTGCCAAGAGAAACATAACTGAAACCATGTGGTCTAATTAGTGCTAGCCATCT  
17384 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  173018  GAAGGCTTTGCCAAGAGAAACATAACTGAAACCATGTGGTCTAATTAGTGCTAGCCATCT  
172959 
 
211 
 
Query  17385   CTTGTTAATTATTATATCCGATCTTTTGCCAATTAATTTAATTATTTTTCCTGTGCAATG  
17444 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  172958  CTTGTTAATTATTATATCCGATCTTTTGCCAATTAATTTAATTATTTTTCCTGTGCAATG  
172899 
 
Query  17445   TTGAAGGGGTAGCAGTACCTATTTTCCATTAGTGCAATGCAGCACACAGTGAAATATTTT  
17504 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  172898  TTGAAGGGGTAGCAGTACCTATTTTCCATTAGTGCAATGCAGCACACAGTGAAATATTTT  
172839 
 
Query  17505   AGCATATGCCAACCTGGGTGGTCGTCGTCACACATGCTTCATTGTTCATTTGTTCAGCAC  
17564 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  172838  AGCATATGCCAACCTGGGTGGTCGTCGTCACACATGCTTCATTGTTCATTTGTTCAGCAC  
172779 
 
Query  17565   ATTTCACTTTCATATTATGATATTATTCCTAACCAAGTCCCCACTGTAATACCATAATAC  
17624 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  172778  ATTTCACTTTCATATTATGATATTATTCCTAACCAAGTCCCCACTGTAATACCATAATAC  
172719 
 
Query  17625   CACACGAAATATCTTCTTACAAATACAACTCTGTCATTGTTATTGTGATGTTAGTCCCAT  
17684 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  172718  CACACGAAATATCTTCTTACAAATACAACTCTGTCATTGTTATTGTGATGTTAGTCCCAT  
172659 
 
Query  17685   GACCATGAAGATTTCATAttttttttACAAATAGAGTAGCACTTGTAGGGCAAAAAAGTT  
17744 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  172658  GACCATGAAGATTTCATATTTTTTTTACAAATAGAGTAGCACTTGTAGGGCAAAAAAGTT  
172599 
 
Query  17745   GCTCGTTAACTATTAACTGATTCTCTACTTTCATGGAGATTAGTCTCAACGTCTCATGAC  
17804 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  172598  GCTCGTTAACTATTAACTGATTCTCTACTTTCATGGAGATTAGTCTCAACGTCTCATGAC  
172539 
 
Query  17805   CTCCAACTATAAAAATATCTTGCTTTCTGCaaaaaaaaaaaTTTTAAACCTCATGCAAAC  
17864 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  172538  CTCCAACTATAAAAATATCTTGCTTTCTGCAAAAAAAAAAATTTTAAACCTCATGCAAAC  
172479 
 
Query  17865   TATTCAAATCCCCTACACAATGCCGATCCTAGTGAGTTTGATTAAGATTCCATAAACTTA  
17924 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  172478  TATTCAAATCCCCTACACAATGCCGATCCTAGTGAGTTTGATTAAGATTCCATAAACTTA  
172419 
 
Query  17925   TCAAGAGAATAACCAAACATAACGTAAGGAAGAGAGAGTTCATAAAAAGTGAATAATTCC  
17984 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
212 
 
Sbjct  172418  TCAAGAGAATAACCAAACATAACGTAAGGAAGAGAGAGTTCATAAAAAGTGAATAATTCC  
172359 
 
Query  17985   TAGAACATGCTGAAAATAGCTCTCACTTTTGAAAACCATGCGTTTAAAAGTAAAACCAAG  
18044 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  172358  TAGAACATGCTGAAAATAGCTCTCACTTTTGAAAACCATGCGTTTAAAAGTAAAACCAAG  
172299 
 
Query  18045   ATGAGATTGATTTTAAACATTTGGTTTGCATTATGTATCtttttttAATCTTATTTCCTA  
18104 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  172298  ATGAGATTGATTTTAAACATTTGGTTTGCATTATGTATCTTTTTTTAATCTTATTTCCTA  
172239 
 
Query  18105   TTTTCTCCATACCAGATGTGAAAAATCAGCTTTTTTCCCCAAAAAACTCAACCTAGCCAT  
18164 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  172238  TTTTCTCCATACCAGATGTGAAAAATCAGCTTTTTTCCCCAAAAAACTCAACCTAGCCAT  
172179 
 
Query  18165   GAAGGTGCAGAAGGGGATTGGACTCAATGTGAGGAGCCTCATTTTAAATAAAATTTTAAC  
18224 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  172178  GAAGGTGCAGAAGGGGATTGGACTCAATGTGAGGAGCCTCATTTTAAATAAAATTTTAAC  
172119 
 
Query  18225   GCATTACATAATAAATAAGATACGAATGCTCAGGTTGGGTGTTCTGTATGAACCATTTGC  
18284 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  172118  GCATTACATAATAAATAAGATACGAATGCTCAGGTTGGGTGTTCTGTATGAACCATTTGC  
172059 
 
Query  18285   TGTGAAATCCGACTAAAATCAAAAGAGAAAGCCAACAAAATATAATCAATTTGTTTCAAA  
18344 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  172058  TGTGAAATCCGACTAAAATCAAAAGAGAAAGCCAACAAAATATAATCAATTTGTTTCAAA  
171999 
 
Query  18345   GCCTCAAGTAGTTGAATACAAAAGCTTTACCCTATTAGGTGAGATTGGCTAGGTAGATCA  
18404 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  171998  GCCTCAAGTAGTTGAATACAAAAGCTTTACCCTATTAGGTGAGATTGGCTAGGTAGATCA  
171939 
 
Query  18405   CACAATATTATTCGGCTCAAATAAAGACTAAAGTTTCAGTAATATTATTTGCTATGAGAT  
18464 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  171938  CACAATATTATTCGGCTCAAATAAAGACTAAAGTTTCAGTAATATTATTTGCTATGAGAT  
171879 
 
Query  18465   CCACTTCCTTCAACTTCTTGGAATATGATAAAATTGTTGCAGAAAATATAATAGGAATTA  
18524 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  171878  CCACTTCCTTCAACTTCTTGGAATATGATAAAATTGTTGCAGAAAATATAATAGGAATTA  
171819 
 
213 
 
Query  18525   GAAAATAAACAGCTTTTGGGAAAATATTCCTCAGAAAATTACTAAGATTTTCGAAGTAGT  
18584 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  171818  GAAAATAAACAGCTTTTGGGAAAATATTCCTCAGAAAATTACTAAGATTTTCGAAGTAGT  
171759 
 
Query  18585   TAAAATTTGCAACTTCCAAAGAAGCTTGAGGCAACCACACCACAAAAACCATTTATTATT  
18644 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  171758  TAAAATTTGCAACTTCCAAAGAAGCTTGAGGCAACCACACCACAAAAACCATTTATTATT  
171699 
 
Query  18645   AGTAGAGTCAAGACTTTATAAACCCCACACAAGAATTTTATCTTTCCAATGTGGGACTGA  
18704 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  171698  AGTAGAGTCAAGACTTTATAAACCCCACACAAGAATTTTATCTTTCCAATGTGGGACTGA  
171639 
 
Query  18705   AGAAGTCCCTGCAATTGATAACTAAACTAAACTCTATATTAAATAGACTTCGTAACAAAT  
18764 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  171638  AGAAGTCCCTGCAATTGATAACTAAACTAAACTCTATATTAAATAGACTTCGTAACAAAT  
171579 
 
Query  18765   AGGCATCAAAATCCCAAAGAATATGTCGAGTTGCAGTTGTATGTTCTCaaaaacaaaaaa  
18824 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  171578  AGGCATCAAAATCCCAAAGAATATGTCGAGTTGCAGTTGTATGTTCTCAAAAACAAAAAA  
171519 
 
Query  18825   aGTTAAACATTTTCATTATCAAGCTAGTCATACCATATGTTACAAAGAAAGTAAATAAAA  
18884 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  171518  AGTTAAACATTTTCATTATCAAGCTAGTCATACCATATGTTACAAAGAAAGTAAATAAAA  
171459 
 
Query  18885   AGCATTTTAAAAGTGTAACAACAATGACCATAACTACAGAGGAAAGCTCATAAATGAAAC  
18944 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  171458  AGCATTTTAAAAGTGTAACAACAATGACCATAACTACAGAGGAAAGCTCATAAATGAAAC  
171399 
 
Query  18945   AAAACAGGATTAGATGGAAAAAGGAAATTAAGAAGAATAACATACAGCCACTTGAGACGC  
19004 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  171398  AAAACAGGATTAGATGGAAAAAGGAAATTAAGAAGAATAACATACAGCCACTTGAGACGC  
171339 
 
Query  19005   TTTCCTAGCTTCCTTCATCCATTCAGTGGACAGTAACTGTCAAGTTTTGATGCCTTGAAC  
19064 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  171338  TTTCCTAGCTTCCTTCATCCATTCAGTGGACAGTAACTGTCAAGTTTTGATGCCTTGAAC  
171279 
 
Query  19065   ACCTCTTGCACATCCAGTAATGACCTCACAGCCCCTATTATAAGGATTAGCTGGTCTTGC  
19124 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
214 
 
Sbjct  171278  ACCTCTTGCACATCCAGTAATGACCTCACAGCCCCTATTATAAGGATTAGCTGGTCTTGC  
171219 
 
Query  19125   ATGAAAATTGTAGTAAGAAGCTCCTGCTCTATCACATGGAACCATGTCCCTCTTCAGTGT  
19184 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  171218  ATGAAAATTGTAGTAAGAAGCTCCTGCTCTATCACATGGAACCATGTCCCTCTTCAGTGT  
171159 
 
Query  19185   CCCATAGCTAATGTACTTTATGTGCTGCACACCTTCCAGAACTCTCCTATTGCTCTCTGA  
19244 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  171158  CCCATAGCTAATGTACTTTATGTGCTGCACACCTTCCAGAACTCTCCTATTGCTCTCTGA  
171099 
 
Query  19245   GTCCATTTCTGGCTCTGCCAAACACTCTCCAATGCTTTGGTGCAAACCCTTTTGGTCATC  
19304 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  171098  GTCCATTTCTGGCTCTGCCAAACACTCTCCAATGCTTTGGTGCAAACCCTTTTGGTCATC  
171039 
 
Query  19305   ACTTCAGTTTCACTCAAATTGATGAGGTCCACAACTGATAGGCCATTGCAGATTGGGAGA  
19364 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  171038  ACTTCAGTTTCACTCAAATTGATGAGGTCCACAACTGATAGGCCATTGCAGATTGGGAGA  
170979 
 
Query  19365   AGGGTGTGAAGCAGAAGAACAAGTGCCAAACATGGGAAAGTCATGACAATGAATCTGGGT  
19424 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  170978  AGGGTGTGAAGCAGAAGAACAAGTGCCAAACATGGGAAAGTCATGACAATGAATCTGGGT  
170919 
 
Query  19425   TGGGACATTGTTCTGTGCTGTTTTCAGTTTGTTGTTAAGTTGTGGAAGTGAATGTGAGAG  
19484 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  170918  TGGGACATTGTTCTGTGCTGTTTTCAGTTTGTTGTTAAGTTGTGGAAGTGAATGTGAGAG  
170859 
 
Query  19485   GCTTAATGGGTGGATAGTCATAAATTGGACAGTGTACAACTCTCTCCCGTGTTCGTGCAA  
19544 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  170858  GCTTAATGGGTGGATAGTCATAAATTGGACAGTGTACAACTCTCTCCCGTGTTCGTGCAA  
170799 
 
Query  19545   AAAGGTAGAACaaaaaaaattgaaaaatgtttttaaaagtgaatacataaaattatattt  
19604 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  170798  AAAGGTAGAACAAAAAAAATTGAAAAATGTTTTTAAAAGTGAATACATAAAATTATATTT  
170739 
 
Query  19605   ttctttaaatttaaataTGTTAAGACTATGATAGGTGTATTTCAAATTAAATAAATATTA  
19664 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  170738  TTCTTTAAATTTAAATATGTTAAGACTATGATAGGTGTATTTCAAATTAAATAAATATTA  
170679 
 
215 
 
Query  19665   AGGAATTTATTTCTTAATCCATTTATAAAAAATATTGCACAAAGTTACAACTAGACAACT  
19724 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  170678  AGGAATTTATTTCTTAATCCATTTATAAAAAATATTGCACAAAGTTACAACTAGACAACT  
170619 
 
Query  19725   AGTTAATAATATTAAAGGTATCATGCAGTGAACTTAATATGAAAAATGATCAATGAACAC  
19784 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  170618  AGTTAATAATATTAAAGGTATCATGCAGTGAACTTAATATGAAAAATGATCAATGAACAC  
170559 
 
Query  19785   ATATGTACTATTTAACACCTagaaagataaagaaagagaagagagagaaaaTACTGTATA  
19844 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  170558  ATATGTACTATTTAACACCTAGAAAGATAAAGAAAGAGAAGAGAGAGAAAATACTGTATA  
170499 
 
Query  19845   CACCTATTTAACACATCTGTGCTATCATATTTTACTTTATTTATTTTGTCGAGATTCTTA  
19904 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  170498  CACCTATTTAACACATCTGTGCTATCATATTTTACTTTATTTATTTTGTCGAGATTCTTA  
170439 
 
Query  19905   TCTGTTATTATTCGAATTCTATTTTGTAGTAGTCATATTTGTTGTCTTGTAGGTACTTTT  
19964 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  170438  TCTGTTATTATTCGAATTCTATTTTGTAGTAGTCATATTTGTTGTCTTGTAGGTACTTTT  
170379 
 
Query  19965   TCCATTACTAGACGTATTTTCTTCTTGGTCTACATGTTGCTTTCCATAACTAGTTTTAAT  
20024 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  170378  TCCATTACTAGACGTATTTTCTTCTTGGTCTACATGTTGCTTTCCATAACTAGTTTTAAT  
170319 
 
Query  20025   CTTGCTTCAAACTCTTCTTGTGAAGTTGCTACTGCTAATTTTGCAATTAtttttttCTGC  
20084 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  170318  CTTGCTTCAAACTCTTCTTGTGAAGTTGCTACTGCTAATTTTGCAATTATTTTTTTCTGC  
170259 
 
Query  20085   TAATCTCGTCATACAAATTATTTTGACAAACAAGAAATAAGTATGCCCTCTTATATGTAT  
20144 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  170258  TAATCTCGTCATACAAATTATTTTGACAAACAAGAAATAAGTATGCCCTCTTATATGTAT  
170199 
 
Query  20145   CAATCACGTTAGTCTTTGATTTTACAAATTCTTTACTTTAGTTTCCAAACTTGTAATAtc  
20204 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  170198  CAATCACGTTAGTCTTTGATTTTACAAATTCTTTACTTTAGTTTCCAAACTTGTAATATC  
170139 
 
Query  20205   attcatttcagatctttttcgtttcatttttcattatcattttATAAAATCTATAACTAA  
20264 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
216 
 
Sbjct  170138  ATTCATTTCAGATCTTTTTCGTTTCATTTTTCATTATCATTTTATAAAATCTATAACTAA  
170079 
 
Query  20265   AATGaaaaaaaTTGTAACATTAGAGACTAAACTGACTAACAAATACAGTTTCAAAAACTA  
20324 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  170078  AATGAAAAAAATTGTAACATTAGAGACTAAACTGACTAACAAATACAGTTTCAAAAACTA  
170019 
 
Query  20325   AAAGTTGGGTTACTCATAAAATAGACGCATTTCTAGTTTAGAGTGTATTTGGTAATTTCT  
20384 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  170018  AAAGTTGGGTTACTCATAAAATAGACGCATTTCTAGTTTAGAGTGTATTTGGTAATTTCT  
169959 
 
Query  20385   AAAATTCAAATAAGTAGGTAAAATGGAATTAGTTTTAAAATCACGAGTGAATCACTGACT  
20444 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  169958  AAAATTCAAATAAGTAGGTAAAATGGAATTAGTTTTAAAATCACGAGTGAATCACTGACT  
169899 
 
Query  20445   ATCGGTGAAATTTTAGCCAGGGGAGACTTGGCTTCTTAAAATATTCAACCCGCAAAAGTT  
20504 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  169898  ATCGGTGAAATTTTAGCCAGGGGAGACTTGGCTTCTTAAAATATTCAACCCGCAAAAGTT  
169839 
 
Query  20505   ATGAAACTAACATGATTTGAAGACAACATACAATTCCTGCAAGCGAAAATAAACCGTTGT  
20564 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  169838  ATGAAACTAACATGATTTGAAGACAACATACAATTCCTGCAAGCGAAAATAAACCGTTGT  
169779 
 
Query  20565   AGTTCGTGCGTTGTATACAGTATGTAGCAAGAGAAAATATAGACGTCAATGTGCGTTCTG  
20624 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  169778  AGTTCGTGCGTTGTATACAGTATGTAGCAAGAGAAAATATAGACGTCAATGTGCGTTCTG  
169719 
 
Query  20625   AACAAAAGTTTCCATGCTGTGTTAATTGGAATTCCATTGTGTAATGGAAAGTAAAGCTGG  
20684 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  169718  AACAAAAGTTTCCATGCTGTGTTAATTGGAATTCCATTGTGTAATGGAAAGTAAAGCTGG  
169659 
 
Query  20685   TCTATTCAGCAAATACTTACTGCACATCTCTCTACGCAAACATGAAGaaaaaaaaaTCCA  
20744 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  169658  TCTATTCAGCAAATACTTACTGCACATCTCTCTACGCAAACATGAAGAAAAAAAAATCCA  
169599 
 
Query  20745   TAATCAAGACTTTTATGTTTACAGGAATACGTTTGAAAGACAATCAGAAATTGAATATTT  
20804 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  169598  TAATCAAGACTTTTATGTTTACAGGAATACGTTTGAAAGACAATCAGAAATTGAATATTT  
169539 
 
217 
 
Query  20805   ACAACAGTTAATTAACATTGTATCCATCAGTCCCCAAAGCTGGTAAACATTTCGGATTTT  
20864 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  169538  ACAACAGTTAATTAACATTGTATCCATCAGTCCCCAAAGCTGGTAAACATTTCGGATTTT  
169479 
 
Query  20865   TCACAAGATAAATCAGGTAGTCAACTGTCAACTGTGAAGTTTCAGATCATATTGTGTATT  
20924 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  169478  TCACAAGATAAATCAGGTAGTCAACTGTCAACTGTGAAGTTTCAGATCATATTGTGTATT  
169419 
 
Query  20925   AGTCATGAAAAATTCATATAAAAATAGTTTAACTGTTCTCCAAGACAGCATGCCCAACTC  
20984 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  169418  AGTCATGAAAAATTCATATAAAAATAGTTTAACTGTTCTCCAAGACAGCATGCCCAACTC  
169359 
 
Query  20985   AAAGTGTGAGTTGATCCATGTTCTTAATGTTTCTAGAGATTCCATGAGTTGACCGTCCTT  
21044 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  169358  AAAGTGTGAGTTGATCCATGTTCTTAATGTTTCTAGAGATTCCATGAGTTGACCGTCCTT  
169299 
 
Query  21045   CGTCTTGTTCATCATATGGGTTTGCTCGGTAGTTGGATATTGCCTCTTCATTGTCAGAAC  
21104 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  169298  CGTCTTGTTCATCATATGGGTTTGCTCGGTAGTTGGATATTGCCTCTTCATTGTCAGAAC  
169239 
 
Query  21105   AGCCTGGCCTTTCAGTAAGAAACTGTTCCCAGAAAACATCATTCACCCTGTCTGGAGGAG  
21164 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  169238  AGCCTGGCCTTTCAGTAAGAAACTGTTCCCAGAAAACATCATTCACCCTGTCTGGAGGAG  
169179 
 
Query  21165   CTGGGTTAACTTGGTTGTTACTTGGAGCCTCCTGTGATGAAGCTAAATTGGTAGCCTCAG  
21224 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  169178  CTGGGTTAACTTGGTTGTTACTTGGAGCCTCCTGTGATGAAGCTAAATTGGTAGCCTCAG  
169119 
 
Query  21225   CAGCTACATTTAGGTTTGAGGAAACACCACTATCAGATTCTTTACCATTGGCAAAAAATC  
21284 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  169118  CAGCTACATTTAGGTTTGAGGAAACACCACTATCAGATTCTTTACCATTGGCAAAAAATC  
169059 
 
Query  21285   TTGATTCTGCCAATTTTCCAATTTCTTGACAGTCAATTTGGGGTGATCTGGCTGAGTATG  
21344 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  169058  TTGATTCTGCCAATTTTCCAATTTCTTGACAGTCAATTTGGGGTGATCTGGCTGAGTATG  
168999 
 
Query  21345   AATTTCTGTTCACTTGCAATGGACAAGATGCCAGAGTTAAGTTTAGTTGGCAGGATAAAC  
21404 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
218 
 
Sbjct  168998  AATTTCTGTTCACTTGCAATGGACAAGATGCCAGAGTTAAGTTTAGTTGGCAGGATAAAC  
168939 
 
Query  21405   TATCGCCTTCTTCACTACTTGGCTCCAAAGAGATCAGTTTTGAGCTCTCAGCAGTTGTTG  
21464 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  168938  TATCGCCTTCTTCACTACTTGGCTCCAAAGAGATCAGTTTTGAGCTCTCAGCAGTTGTTG  
168879 
 
Query  21465   CTCTTCGTGATAAACATGAATCCATCTTAAAAGTAAAAGAAGCCCCAGTATCTGCAAGCT  
21524 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  168878  CTCTTCGTGATAAACATGAATCCATCTTAAAAGTAAAAGAAGCCCCAGTATCTGCAAGCT  
168819 
 
Query  21525   CTAATGTTTCAGGTGCAAATGTAAGAGCTGTTCTTGTCTGCACTCCTCTTGGTTCTACTT  
21584 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  168818  CTAATGTTTCAGGTGCAAATGTAAGAGCTGTTCTTGTCTGCACTCCTCTTGGTTCTACTT  
168759 
 
Query  21585   CAGACAGCTTTTTCTGTGAGCTTTCCCCATCTTCATTTGAACTCTGTGTGCTACGTGATA  
21644 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  168758  CAGACAGCTTTTTCTGTGAGCTTTCCCCATCTTCATTTGAACTCTGTGTGCTACGTGATA  
168699 
 
Query  21645   CCAAGTTCATATCTGAAACAGCAGGTGACAACTCCAGTCTGAGTTTATTCGAAAAATCTT  
21704 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  168698  CCAAGTTCATATCTGAAACAGCAGGTGACAACTCCAGTCTGAGTTTATTCGAAAAATCTT  
168639 
 
Query  21705   GCCGGAAAACATTTCCAAATTCCATTCTAAAATTGCTATGATTGTCCACCAAGCTACTTT  
21764 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  168638  GCCGGAAAACATTTCCAAATTCCATTCTAAAATTGCTATGATTGTCCACCAAGCTACTTT  
168579 
 
Query  21765   CGGCAACTGGTTGCACGTGATCAACCTGAGGCAATCTCCTTTTCTTATATGCAGATAAAT  
21824 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  168578  CGGCAACTGGTTGCACGTGATCAACCTGAGGCAATCTCCTTTTCTTATATGCAGATAAAT  
168519 
 
Query  21825   CCATGGACTCAATTTTGCGTGAAAGATGTTCAACGAAAGTAGGATTCTGAAGAGCCTTCT  
21884 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  168518  CCATGGACTCAATTTTGCGTGAAAGATGTTCAACGAAAGTAGGATTCTGAAGAGCCTTCT  
168459 
 
Query  21885   CAAAGAAGTTCAGCAATTGTTTCTGCCTCTTGTCAACACCATCTAATCGCTGCAGAAAAT  
21944 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  168458  CAAAGAAGTTCAGCAATTGTTTCTGCCTCTTGTCAACACCATCTAATCGCTGCAGAAAAT  
168399 
 
219 
 
Query  21945   CTTCTAGCTTAGGCTTTGCTGTTGACTGATGTTGTTTGAAGTTACGAATATTGGATTCAA  
22004 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  168398  CTTCTAGCTTAGGCTTTGCTGTTGACTGATGTTGTTTGAAGTTACGAATATTGGATTCAA  
168339 
 
Query  22005   GAGAATTTTTCTCACGGGAAAGTTTGTCTATTTCTTCCTCAAATGCTGCCCTTTCTGGAT  
22064 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  168338  GAGAATTTTTCTCACGGGAAAGTTTGTCTATTTCTTCCTCAAATGCTGCCCTTTCTGGAT  
168279 
 
Query  22065   CTACAAGAGAACCTGGAGGATGACTATGACTGTGGATAGGTTTCCTGCGATGTATATTCT  
22124 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  168278  CTACAAGAGAACCTGGAGGATGACTATGACTGTGGATAGGTTTCCTGCGATGTATATTCT  
168219 
 
Query  22125   TGAGAAGATGCTTCTGATCTTTCAGAAACTCATCATTAGCAAATTCCCATCGCTCTGGAT  
22184 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  168218  TGAGAAGATGCTTCTGATCTTTCAGAAACTCATCATTAGCAAATTCCCATCGCTCTGGAT  
168159 
 
Query  22185   GTATTTTTCTAAATCCCTGATAACAGAGCAATATCAATAGACaaaaacaaataaaaccaa  
22244 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  168158  GTATTTTTCTAAATCCCTGATAACAGAGCAATATCAATAGACAAAAACAAATAAAACCAA  
168099 
 
Query  22245   ataatggttttattaaatgcttgaaaatatgtattaaagaaaaaaaaTAAACGCCCACAA  
22304 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  168098  ATAATGGTTTTATTAAATGCTTGAAAATATGTATTAAAGAAAAAAAATAAACGCCCACAA  
168039 
 
Query  22305   AGAATAATTTATCTTTCAAGCAATAAGATCTATAATTTTCTAAAATTTACCATTAAATCC  
22364 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  168038  AGAATAATTTATCTTTCAAGCAATAAGATCTATAATTTTCTAAAATTTACCATTAAATCC  
167979 
 
Query  22365   TTACAAGTATATACTCTTTACAAGAAAGAAACCCTCTGGAAAGCAAAAGTAGGCAGTGTT  
22424 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  167978  TTACAAGTATATACTCTTTACAAGAAAGAAACCCTCTGGAAAGCAAAAGTAGGCAGTGTT  
167919 
 
Query  22425   TGAGTTGTGGGAAAGTAATATTAAAGAACTGAAATTATGGTCAGAGTTTATAGTAAATGG  
22484 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  167918  TGAGTTGTGGGAAAGTAATATTAAAGAACTGAAATTATGGTCAGAGTTTATAGTAAATGG  
167859 
 
Query  22485   AGAAATTTTGAGGACTAAAGTTCCAAGGCAACCCATGGATaaaaaaaTAAACCAGTAACA  
22544 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
220 
 
Sbjct  167858  AGAAATTTTGAGGACTAAAGTTCCAAGGCAACCCATGGATAAAAAAATAAACCAGTAACA  
167799 
 
Query  22545   CAAAAGTAATATTAGCCTCACACAAATAGGGATCTAGGAAATAGGAAGTAACTCTAGCAA  
22604 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  167798  CAAAAGTAATATTAGCCTCACACAAATAGGGATCTAGGAAATAGGAAGTAACTCTAGCAA  
167739 
 
Query  22605   GAGCATCACACTTTCTAGAGTTTGATTGCACTCAAAGTCGAAATTCAATTCTGTCCATAA  
22664 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  167738  GAGCATCACACTTTCTAGAGTTTGATTGCACTCAAAGTCGAAATTCAATTCTGTCCATAA  
167679 
 
Query  22665   ATAGTACAGAGCTATAGAATATGCATGGGTCTCTTAAAGTTAAAATGCAACCTGAATGGG  
22724 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  167678  ATAGTACAGAGCTATAGAATATGCATGGGTCTCTTAAAGTTAAAATGCAACCTGAATGGG  
167619 
 
Query  22725   CTTACACAGTAATCATAGCCAACAACATTTCCAAAGACAGAAAATTAAAGCCCAAATATC  
22784 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  167618  CTTACACAGTAATCATAGCCAACAACATTTCCAAAGACAGAAAATTAAAGCCCAAATATC  
167559 
 
Query  22785   CTTTTATGACTAAATATCCATAAAAGAAACTAAGGCATTCAACTACAAGCACAAAAATAG  
22844 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  167558  CTTTTATGACTAAATATCCATAAAAGAAACTAAGGCATTCAACTACAAGCACAAAAATAG  
167499 
 
Query  22845   CAGCTTTCAAGAACAAGCAATCAGTACCTCTGTGGTAGCATGAGCTTTGGTGACAATATT  
22904 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  167498  CAGCTTTCAAGAACAAGCAATCAGTACCTCTGTGGTAGCATGAGCTTTGGTGACAATATT  
167439 
 
Query  22905   GGTTTATAGCAAGGGTTGGGGAGCTCAAATAAGGTACATGAGGGAAGTATTGGGTGATTT  
22964 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  167438  GGTTTATAGCAAGGGTTGGGGAGCTCAAATAAGGTACATGAGGGAAGTATTGGGTGATTT  
167379 
 
Query  22965   AAAAGAAAATAATTTAGTTGCAAATAAAAATAAATGTCAATTTATGAGAAAATTTGTTGA  
23024 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  167378  AAAAGAAAATAATTTAGTTGCAAATAAAAATAAATGTCAATTTATGAGAAAATTTGTTGA  
167319 
 
Query  23025   GTATCTTGGGCATATTATCTTAAGGAAAAGGGTTCCTAGTTGGCTACAGACACAAAAATG  
23084 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  167318  GTATCTTGGGCATATTATCTTAAGGAAAAGGGTTCCTAGTTGGCTACAGACACAAAAATG  
167259 
 
221 
 
Query  23085   ATCAAGAGTGTTAGAATGGCCTATTTCAAGAATTCTAAAGGGGATTCAAGGGTTCTTGGG  
23144 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  167258  ATCAAGAGTGTTAGAATGGCCTATTTCAAGAATTCTAAAGGGGATTCAAGGGTTCTTGGG  
167199 
 
Query  23145   TTTAACAAGAAATTACCAAAATTTGTAATAGGATAATGGCAAGATGGCCAAACCTTTAAC  
23204 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  167198  TTTAACAAGAAATTACCAAAATTTGTAATAGGATAATGGCAAGATGGCCAAACCTTTAAC  
167139 
 
Query  23205   TGATTTGACCAAGAAACATGGCTTTCATGAAGTTGAAAGATGTGATAATAACAACTCCAG  
23264 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  167138  TGATTTGACCAAGAAACATGGCTTTCATGAAGTTGAAAGATGTGATAATAACAACTCCAG  
167079 
 
Query  23265   TATTAAGGAGACAGGATTTTTCAAAGGAATTTGTGATTGAATATGCCTTTTGGAGGGGCC  
23324 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  167078  TATTAAGGAGACAGGATTTTTCAAAGGAATTTGTGATTGAATATGCCTTTTGGAGGGGCC  
167019 
 
Query  23325   TAGGGTTAGTGAATAGTGACAAAAACCCATCCAAACCTGCTTACACGAAGGAACTAATAG  
23384 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  167018  TAGGGTTAGTGAATAGTGACAAAAACCCATCCAAACCTGCTTACACGAAGGAACTAATAG  
166959 
 
Query  23385   GTTTGGCTTTAGTTATCTAACATTGGCAGCCTTACCTTTTGGGGAGTCATTTTTTGGTCT  
23444 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  166958  GTTTGGCTTTAGTTATCTAACATTGGCAGCCTTACCTTTTGGGGAGTCATTTTTTGGTCT  
166899 
 
Query  23445   ATTGTAATTATAACCAAAGAAGAAAGAATTGTTGCAGTAGTGAGTAACAACCCCAGATCA  
23504 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  166898  ATTGTAATTATAACCAAAGAAGAAAGAATTGTTGCAGTAGTGAGTAACAACCCCAGATCA  
166839 
 
Query  23505   GTAGTGTTGTTGGTCGGTCAAAATGTTAAGGTACCAGTTTGAGATGAGATACAAACTGGT  
23564 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  166838  GTAGTGTTGTTGGTCGGTCAAAATGTTAAGGTACCAGTTTGAGATGAGATACAAACTGGT  
166779 
 
Query  23565   TATGAGAATACAAAGTGTCTACTGGAGCTCTTTTCCTTCCCTTTGCTAGTAATTATGTCT  
23624 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  166778  TATGAGAATACAAAGTGTCTACTGGAGCTCTTTTCCTTCCCTTTGCTAGTAATTATGTCT  
166719 
 
Query  23625   TTACTTCCAAATTCAGTTCATTTTTAATATCAGATTAACACAAAAAGAACATTATAGCCC  
23684 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
222 
 
Sbjct  166718  TTACTTCCAAATTCAGTTCATTTTTAATATCAGATTAACACAAAAAGAACATTATAGCCC  
166659 
 
Query  23685   TTATTGCAACCAAGAACTTAAGGAAAATGCTATTATAAAATTGAGCATTTTCACCAATTG  
23744 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  166658  TTATTGCAACCAAGAACTTAAGGAAAATGCTATTATAAAATTGAGCATTTTCACCAATTG  
166599 
 
Query  23745   ATCAAATAAAGTGCCAGGGAATATGTGCTTAGGACTGAAAATAAAGAACTGAGTGCAAAA  
23804 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  166598  ATCAAATAAAGTGCCAGGGAATATGTGCTTAGGACTGAAAATAAAGAACTGAGTGCAAAA  
166539 
 
Query  23805   CATCAAGTGCATAAACACTCAACAGTTCAATAGCACAGCCCAAGAAGAGTATTTAAGTAT  
23864 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  166538  CATCAAGTGCATAAACACTCAACAGTTCAATAGCACAGCCCAAGAAGAGTATTTAAGTAT  
166479 
 
Query  23865   TATTAGGCATCTATTTTTTGTTAAGACCTACTAATAGACATACATGAACTGATATGCACC  
23924 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  166478  TATTAGGCATCTATTTTTTGTTAAGACCTACTAATAGACATACATGAACTGATATGCACC  
166419 
 
Query  23925   TCTGTCAGCCATCTTTTTCTGGATAAAGAAAAACAATTATGGTGGAGGAAGAAAGTTTAA  
23984 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  166418  TCTGTCAGCCATCTTTTTCTGGATAAAGAAAAACAATTATGGTGGAGGAAGAAAGTTTAA  
166359 
 
Query  23985   AGGTAAAGTAACAAATCCTATTCATGAAAACAACCGAAAATGCTCTAGCATGAATTTTTC  
24044 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  166358  AGGTAAAGTAACAAATCCTATTCATGAAAACAACCGAAAATGCTCTAGCATGAATTTTTC  
166299 
 
Query  24045   ATCATGTTTGGTAATTTATCATACAATATTCTCTAGTGCTCCTGGAATTCCCAACGGTTT  
24104 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  166298  ATCATGTTTGGTAATTTATCATACAATATTCTCTAGTGCTCCTGGAATTCCCAACGGTTT  
166239 
 
Query  24105   CAAAAACACAACATTAAAAAGTGCCACTCTGTGAAACGACAATATAAGAAAACCGCCAAA  
24164 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  166238  CAAAAACACAACATTAAAAAGTGCCACTCTGTGAAACGACAATATAAGAAAACCGCCAAA  
166179 
 
Query  24165   TTGTCATGCTAGTGACACCTGAAACATAAGCGGTATTAAATTCACTTTTGGAGAACCAAG  
24224 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  166178  TTGTCATGCTAGTGACACCTGAAACATAAGCGGTATTAAATTCACTTTTGGAGAACCAAG  
166119 
 
223 
 
Query  24225   GGAAAAGCATATATATGTTTTTAGAAACCGCTTTATACTTTTTACTATTAGCCGTTGACT  
24284 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  166118  GGAAAAGCATATATATGTTTTTAGAAACCGCTTTATACTTTTTACTATTAGCCGTTGACT  
166059 
 
Query  24285   GGTATTAAACTTATAAGAAGAATCCAAAAAATAGAGAAAGAAAAATTATTATGAGATCTA  
24344 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  166058  GGTATTAAACTTATAAGAAGAATCCAAAAAATAGAGAAAGAAAAATTATTATGAGATCTA  
165999 
 
Query  24345   ATGATCTATATTGACGTTTGTTATAGATACCAACCACTATTTTAAGATAGGTCAAGTATT  
24404 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  165998  ATGATCTATATTGACGTTTGTTATAGATACCAACCACTATTTTAAGATAGGTCAAGTATT  
165939 
 
Query  24405   AGTGTACAACAACCATCGCTTGCAGCCTACTATGATTGCTAACATTGTAAGACTCATAAA  
24464 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  165938  AGTGTACAACAACCATCGCTTGCAGCCTACTATGATTGCTAACATTGTAAGACTCATAAA  
165879 
 
Query  24465   ACACTTAAGAATCGTATCTTAATATTCTAATTCTAATAATTATTCATCATGCATACCTTG  
24524 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  165878  ACACTTAAGAATCGTATCTTAATATTCTAATTCTAATAATTATTCATCATGCATACCTTG  
165819 
 
Query  24525   TCAATAATAGAATAGCAGAATCCAGGATTAAGAACCTTTGAACACATTTGGTGATTTGGA  
24584 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  165818  TCAATAATAGAATAGCAGAATCCAGGATTAAGAACCTTTGAACACATTTGGTGATTTGGA  
165759 
 
Query  24585   AATTCATAAGTATGTGCTATATATCAGGGAGTTGCAGAAGACTAAGAAACCTTCTCTGAT  
24644 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  165758  AATTCATAAGTATGTGCTATATATCAGGGAGTTGCAGAAGACTAAGAAACCTTCTCTGAT  
165699 
 
Query  24645   GCAGGTCAAGTCCTATACTACCAGATTCTTATTACCTTCGGCTGAGTGTCATAATTTTCT  
24704 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  165698  GCAGGTCAAGTCCTATACTACCAGATTCTTATTACCTTCGGCTGAGTGTCATAATTTTCT  
165639 
 
Query  24705   GGCGCTTGAGCAAGGAATACCCCAAGGCACAGCATTCGATTTTTCTGATCACCTTCCTCG  
24764 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  165638  GGCGCTTGAGCAAGGAATACCCCAAGGCACAGCATTCGATTTTTCTGATCACCTTCCTCG  
165579 
 
Query  24765   ATGACGTCCGAGTCCAATTACCCCAATTCACAATCCAAAAAGAAACCTATCTTTAAACCT  
24824 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
224 
 
Sbjct  165578  ATGACGTCCGAGTCCAATTACCCCAATTCACAATCCAAAAAGAAACCTATCTTTAAACCT  
165519 
 
Query  24825   TGTCGATCTCTTTAACCCTAAGTAACATATATCTTCAAATAGACTCTATGAGATTCAAAT  
24884 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  165518  TGTCGATCTCTTTAACCCTAAGTAACATATATCTTCAAATAGACTCTATGAGATTCAAAT  
165459 
 
Query  24885   TGAAGCTCTCTCTATCTCCCTATACATTTTTCTCCATCTCACATCATCATCATTCATCAT  
24944 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  165458  TGAAGCTCTCTCTATCTCCCTATACATTTTTCTCCATCTCACATCATCATCATTCATCAT  
165399 
 
Query  24945   ACACATGCAACATTACAATTCAGCTCAGTGCCAATATCCAACAACAACGATTACAAAAAA  
25004 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  165398  ACACATGCAACATTACAATTCAGCTCAGTGCCAATATCCAACAACAACGATTACAAAAAA  
165339 
 
Query  25005   TTAGTCAAATCCGGCGATCAACATTTTATTGCAAAGGCACAATCAATACATGCAAACAAT  
25064 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  165338  TTAGTCAAATCCGGCGATCAACATTTTATTGCAAAGGCACAATCAATACATGCAAACAAT  
165279 
 
Query  25065   TAAACGGAAGACATAAATCAGAAGAACGAATTAGAATCCAATTAAAACGAAGGAAGCGCG  
25124 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  165278  TAAACGGAAGACATAAATCAGAAGAACGAATTAGAATCCAATTAAAACGAAGGAAGCGCG  
165219 
 
Query  25125   CCATGAATCCGAAGGCGAAACAAAGGAATCGAAAAACTTACGTAGGTATTGAGCTGGCGG  
25184 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  165218  CCATGAATCCGAAGGCGAAACAAAGGAATCGAAAAACTTACGTAGGTATTGAGCTGGCGG  
165159 
 
Query  25185   ATGAAGCTGGAAAAGTTGTTGTGCTTGAAATAGGTCGGGAGAAGGAGGCGAGCGAACTCG  
25244 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  165158  ATGAAGCTGGAAAAGTTGTTGTGCTTGAAATAGGTCGGGAGAAGGAGGCGAGCGAACTCG  
165099 
 
Query  25245   GGAGGGTTCCACACGACGAAGCTGTTGTTGGTGGAGCTCCAAGAAACGATGTCGTTGGTG  
25304 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  165098  GGAGGGTTCCACACGACGAAGCTGTTGTTGGTGGAGCTCCAAGAAACGATGTCGTTGGTG  
165039 
 
Query  25305   GAGGCATCGTCCACCATCTCGTAGGTCTTGAGAAGGAACGGCGCCGGACCACCGGCGGAT  
25364 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  165038  GAGGCATCGTCCACCATCTCGTAGGTCTTGAGAAGGAACGGCGCCGGACCACCGGCGGAT  
164979 
 
225 
 
Query  25365   TGTGGCGCACCGTCCATTTCGGAATGGAATTGATCTTTCCAGAACCTCagagagagagag  
25424 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  164978  TGTGGCGCACCGTCCATTTCGGAATGGAATTGATCTTTCCAGAACCTCAGAGAGAGAGAG  
164919 
 
Query  25425   agaATTGAGTAAAAGAAGAAAACCTGGAATTTGCAACTACGCTGACGCTATGCACTTTAG  
25484 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  164918  AGAATTGAGTAAAAGAAGAAAACCTGGAATTTGCAACTACGCTGACGCTATGCACTTTAG  
164859 
 
Query  25485   AGAGAGAAAAAGCGGTTTTGTTTGACTTCAACGTGGTCTATACCGTAGCCTGCTGCAGGT  
25544 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  164858  AGAGAGAAAAAGCGGTTTTGTTTGACTTCAACGTGGTCTATACCGTAGCCTGCTGCAGGT  
164799 
 
Query  25545   TGTTGGGGATTCCTACCCACCTTGaaaaatggaatatatattttaaaataaataattatt  
25604 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  164798  TGTTGGGGATTCCTACCCACCTTGAAAAATGGAATATATATTTTAAAATAAATAATTATT  
164739 
 
Query  25605   ttcatttttaaatatatgaacgtttaaaaaatttattcctaaaaataaaaatttaaactt  
25664 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  164738  TTCATTTTTAAATATATGAACGTTTAAAAAATTTATTCCTAAAAATAAAAATTTAAACTT  
164679 
 
Query  25665   tatttctcacaggaaaaaatacaacaaaattaTCACCATTCACGAAATAACCTACATGAC  
25724 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  164678  TATTTCTCACAGGAAAAAATACAACAAAATTATCACCATTCACGAAATAACCTACATGAC  
164619 
 
Query  25725   ATATGGTCCTCCGGGAATAAAAATGTCtatttatttctatttttatctttttttttCctc  
25784 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  164618  ATATGGTCCTCCGGGAATAAAAATGTCTATTTATTTCTATTTTTATCTTTTTTTTTCCTC  
164559 
 
Query  25785   tctctctctAGTCGATTAGTACATTTAAACTCATACGTAAGGTTTTGTTTTGTTGAGTTC  
25844 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  164558  TCTCTCTCTAGTCGATTAGTACATTTAAACTCATACGTAAGGTTTTGTTTTGTTGAGTTC  
164499 
 
Query  25845   AGGTAAATAAAAATATGTAGCGGGAGAAATATTTGATATTTTCATCAGTTATAAAACTTT  
25904 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  164498  AGGTAAATAAAAATATGTAGCGGGAGAAATATTTGATATTTTCATCAGTTATAAAACTTT  
164439 
 
Query  25905   TTTACACCAACCATAGTTATACATTGATCTATGACCTGGGaaaaaaaTATGCGGGTGAtt  
25964 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
226 
 
Sbjct  164438  TTTACACCAACCATAGTTATACATTGATCTATGACCTGGGAAAAAAATATGCGGGTGATT  
164379 
 
Query  25965   tttttCTTATAAGAATATAGGGGTAAATTTAAGCATGGGAGATTAGGATTATGTTGTAta  
26024 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  164378  TTTTTCTTATAAGAATATAGGGGTAAATTTAAGCATGGGAGATTAGGATTATGTTGTATA  
164319 
 
Query  26025   aaattagctgaaaactaataaattagttggaagttaaaaaattaatttattaaaattaag  
26084 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  164318  AAATTAGCTGAAAACTAATAAATTAGTTGGAAGTTAAAAAATTAATTTATTAAAATTAAG  
164259 
 
Query  26085   tgtgtgataaaattagtttttgaaatagttaaaaaatataaaataacttaaaaataataa  
26144 
               ||||||||||||||||||||||||||||||||||||||||||||||||| |||||||||| 
Sbjct  164258  TGTGTGATAAAATTAGTTTTTGAAATAGTTAAAAAATATAAAATAACTTTAAAATAATAA  
164199 
 
Query  26145   aataatgatttgcttaaaaaggataaataataaatttgataaatatattaaaaataaata  
26204 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  164198  AATAATGATTTGCTTAAAAAGGATAAATAATAAATTTGATAAATATATTAAAAATAAATA  
164139 
 
Query  26205   aaaaaagaatatatgaagaaataaataatattttaaaaaatattacttgaagtagtgttt  
26264 
               ||||||||||||||||| |||||||||||||||||||||||||||||||||||||||||| 
Sbjct  164138  AAAAAAGAATATATGAAAAAATAAATAATATTTTAAAAAATATTACTTGAAGTAGTGTTT  
164079 
 
Query  26265   aaaaaaatgttaaaaattatttaaaaaacttctttatcaaacaactaaataaacttttct  
26324 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  164078  AAAAAAATGTTAAAAATTATTTAAAAAACTTCTTTATCAAACAACTAAATAAACTTTTCT  
164019 
 
Query  26325   gttaataaaaaaactaaaaaTCAATTCAAATATTTTGACAAACATAATTTAAGAGTGCAA  
26384 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  164018  GTTAATAAAAAAACTAAAAATCAATTCAAATATTTTGACAAACATAATTTAAGAGTGCAA  
163959 
 
Query  26385   AAATGCTCACTAAGTTTGAAGAGAAAGCAAGAAAAAGTAATTTTTGTAGCATTAAATTTA  
26444 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  163958  AAATGCTCACTAAGTTTGAAGAGAAAGCAAGAAAAAGTAATTTTTGTAGCATTAAATTTA  
163899 
 
Query  26445   GAGGAGTTTCAAGAAAATATTTTTTAACACACTTGATTGTACTATTCATTAAAAATTATA  
26504 
               ||||||||||||||||||||||||||||||||||||||||||||||||| |||||||||| 
Sbjct  163898  GAGGAGTTTCAAGAAAATATTTTTTAACACACTTGATTGTACTATTCATGAAAAATTATA  
163839 
 
227 
 
Query  26505   AAAGATATTTATTAATTAAAGTACGAGACCTTCTAAGATTTCAAATTTTCAAATAAATTT  
26564 
               ||||||||||||||||||||||| |||||||||||||||||||||||||||||||||||| 
Sbjct  163838  AAAGATATTTATTAATTAAAGTATGAGACCTTCTAAGATTTCAAATTTTCAAATAAATTT  
163779 
 
Query  26565   TAACATTTATAGAAGAAAGTATGTTCAAGATAACGTATTAATAAAATTTGGATGTTTTAA  
26624 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  163778  TAACATTTATAGAAGAAAGTATGTTCAAGATAACGTATTAATAAAATTTGGATGTTTTAA  
163719 
 
Query  26625   GAtttttttAGAAGTGGGTTTAATCTAGTGACCCTAGATAATATAGTATATTGAATAAGT  
26684 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  163718  GATTTTTTTAGAAGTGGGTTTAATCTAGTGACCCTAGATAATATAGTATATTGAATAAGT  
163659 
 
Query  26685   TGTTGTTATTAACTATTATGGATATTTGAATGCACAAGTGTATTTGCAGAGTAAAATCTT  
26744 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  163658  TGTTGTTATTAACTATTATGGATATTTGAATGCACAAGTGTATTTGCAGAGTAAAATCTT  
163599 
 
Query  26745   TTACATCATTTGTAAAAGTCTTATTTGtataatatatatatatatatatataAAAATAAA  
26804 
               ||||||||||||||||||||||||||||||||| |||||||||||||||      ||||| 
Sbjct  163598  TTACATCATTTGTAAAAGTCTTATTTGTATAATCTATATATATATATAT------ATAAA  
163545 
 
Query  26805   GTTAATGATTCATGTTTTAAGATACTGaaaaaattattatttaattattattttacttaa  
26864 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  163544  GTTAATGATTCATGTTTTAAGATACTGAAAAAATTATTATTTAATTATTATTTTACTTAA  
163485 
 
Query  26865   aaaacttaGGATGCATGATCTGCAAATCACACACTCTCAAAAAAGAGATAATAATTATTA  
26924 
               ||||||||||||||||||| |||||||||||||||||||||||||||||||||||||||| 
Sbjct  163484  AAAACTTAGGATGCATGATTTGCAAATCACACACTCTCAAAAAAGAGATAATAATTATTA  
163425 
 
Query  26925   AAAAATTACAAGTCTTAAAAGTTATTGTTAATGTAGTATTTAATACTTTCTCACACATTT  
26984 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  163424  AAAAATTACAAGTCTTAAAAGTTATTGTTAATGTAGTATTTAATACTTTCTCACACATTT  
163365 
 
Query  26985   TAGTGTTAGTTTAATTAATAAATAACATATTTTATTCACATAAATTTTTTATACGAGACT  
27044 
               |||||||||||||||||||||||||||||||||||||||||||| ||||||||||||||| 
Sbjct  163364  TAGTGTTAGTTTAATTAATAAATAACATATTTTATTCACATAAACTTTTTATACGAGACT  
163305 
 
Query  27045   TCCAATCATAAAGATTATGTTATTGTTATTTGTCAATTTCAGATGACTTAATAAAGTCTC  
27104 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
228 
 
Sbjct  163304  TCCAATCATAAAGATTATGTTATTGTTATTTGTCAATTTCAGATGACTTAATAAAGTCTC  
163245 
 
Query  27105   ATTCTGATGGATATTTTGCGAATCCtttttttATAAAATCCTATAAACACCCAAATTTTA  
27164 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  163244  ATTCTGATGGATATTTTGCGAATCCTTTTTTTATAAAATCCTATAAACACCCAAATTTTA  
163185 
 
Query  27165   GACATAAAATTTTCACATCCTAACACCCATTTAACCACACGAGATTGCAACAAAGTTTTA  
27224 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  163184  GACATAAAATTTTCACATCCTAACACCCATTTAACCACACGAGATTGCAACAAAGTTTTA  
163125 
 
Query  27225   CACAATACAACATACTCTAAAATCATGTCCAAAACCTCTAAAATCACCGAGCAAGAACCG  
27284 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  163124  CACAATACAACATACTCTAAAATCATGTCCAAAACCTCTAAAATCACCGAGCAAGAACCG  
163065 
 
Query  27285   ATTacaaactcaactagtcataaacaaaataaaaaactgaaaatggaacaacaacaacag  
27344 
               ||| |||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  163064  ATTGCAAACTCAACTAGTCATAAACAAAATAAAAAACTGAAAATGGAACAACAACAACAG  
163005 
 
Query  27345   tcccaaaaTCGTTTATCTGATTCATTACCATCAAACAAATTAAATTAAGATTGGAGaaaa  
27404 
               ||||||||||||| |||||||||||||||||||||||||||||||||||||||||| ||| 
Sbjct  163004  TCCCAAAATCGTTGATCTGATTCATTACCATCAAACAAATTAAATTAAGATTGGAG-AAA  
162946 
 
Query  27405   aaaaTAATTAATATATTAATATACCTTAAAGTGGTCGGGATTATTCCTTAAAAGTTAAAA  
27464 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  162945  AAAATAATTAATATATTAATATACCTTAAAGTGGTCGGGATTATTCCTTAAAAGTTAAAA  
162886 
 
Query  27465   TTGTTATTGTAGTAGGCCAAAATCACCGATCATCAATCTATCATAAATTC---AGTTAGT  
27521 
               ||||||||||||||||||||||||||||||||||||||||||||||||||   ||||||| 
Sbjct  162885  TTGTTATTGTAGTAGGCCAAAATCACCGATCATCAATCTATCATAAATTCATGAGTTAGT  
162826 
 
Query  27522   CACAAAATAGATAATATGAGATGAGTGACATCGCGTTGTCTTTAAAGACTTATAAACGTA  
27581 
               |||||||||||||||||||||||||||||||| ||| ||||| |||||||||| |||||| 
Sbjct  162825  CACAAAATAGATAATATGAGATGAGTGACATCACGTGGTCTTCAAAGACTTATCAACGTA  
162766 
 
Query  27582   GTGCATAAGTCCTTTAGAATTTAACAAATCCTCCGAAAACTTGTCAAGACAACAAAACTA  
27641 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  162765  GTGCATAAGTCCTTTAGAATTTAACAAATCCTCCGAAAACTTGTCAAGACAACAAAACTA  
162706 
 
229 
 
Query  27642   ACAAATTTTTTGTATGTAAAATCCTGGAATTCAATGGGAAGACCGAAGAGGGAGAGAAAC  
27701 
                ||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  162705  TCAAATTTTTTGTATGTAAAATCCTGGAATTCAATGGGAAGACCGAAGAGGGAGAGAAAC  
162646 
 
Query  27702   TGAAATAGAGGTTTAGGAAGAAAGTGTTGAACAATTGTTAGAGAAGGTTAATTAGaaaaa  
27761 
               ||||||||||||||||||||||||||||||||||||||||||||||||||||||| |||| 
Sbjct  162645  TGAAATAGAGGTTTAGGAAGAAAGTGTTGAACAATTGTTAGAGAAGGTTAATTAG-AAAA  
162587 
 
Query  27762   aaaaTATATAATGGAATTTTAAATGTAAAAGTTGGAAGTGGATACATTAAGATTTTTCTA  
27821 
               |||||||||||||| ||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  162586  AAAATATATAATGGGATTTTAAATGTAAAAGTTGGAAGTGGATACATTAAGATTTTTCTA  
162527 
 
Query  27822   Gaaagattaaataaaaaatcatatttttcatataaatatgatttaaaaataattaataag  
27881 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  162526  GAAAGATTAAATAAAAAATCATATTTTTCATATAAATATGATTTAAAAATAATTAATAAG  
162467 
 
Query  27882   atttaatattttaaaatGTCTAACAAATGCCACAACATTATCACGAAAATATACAATAAA  
27941 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  162466  ATTTAATATTTTAAAATGTCTAACAAATGCCACAACATTATCACGAAAATATACAATAAA  
162407 
 
Query  27942   CTAGGAAGTTGGCTCATGCTCCATGCAACTAGAGAGATaaaag-aaaaaaaaagataaat  
28000 
               ||||||||||||||||||||||||||||||||||||||||||| |||||||||||||||| 
Sbjct  162406  CTAGGAAGTTGGCTCATGCTCCATGCAACTAGAGAGATAAAAGAAAAAAAAAAGATAAAT  
162347 
 
Query  28001   gaaaaatattgtttaaaaattctataaaattttactatatttatattatcatattatctt  
28060 
               | |||||||||||||||||||||||||||||||||||||||||||||||| ||||||||| 
Sbjct  162346  GGAAAATATTGTTTAAAAATTCTATAAAATTTTACTATATTTATATTATCGTATTATCTT  
162287 
 
Query  28061   taaatttaaagtaaattaaaatatttgtatatattaatttgatttattaaaaatatatGC  
28120 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  162286  TAAATTTAAAGTAAATTAAAATATTTGTATATATTAATTTGATTTATTAAAAATATATGC  
162227 
 
Query  28121   TAGAGTGATTTAATTTAAATAATTATAGTTATCTGGTATATTTATAGGATTTaaaaaaaT  
28180 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  162226  TAGAGTGATTTAATTTAAATAATTATAGTTATCTGGTATATTTATAGGATTTAAAAAAAT  
162167 
 
Query  28181   GATAtttt-tttATCTTTAAACAATTTGTTTAGAATaaaaaaaaaTATTTTCATGAGACA  
28239 
               ||||||||  |||||||||||||||||||||||||| ||||||||||||||||||||||| 
230 
 
Sbjct  162166  GATATTTTCATTATCTTTAAACAATTTGTTTAGAAT-AAAAAAAATATTTTCATGAGACA  
162108 
 
Query  28240   CAAAAattatgttttaagtctttaaatttaatttgtttttattatatttgtcattttttt  
28299 
               |||||||||||||| ||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  162107  CAAAAATTATGTTTCAAGTCTTTAAATTTAATTTGTTTTTATTATATTTGTCATTTTTTT  
162048 
 
Query  28300   attatttttaacctcattcgttaattatgagaaatttttgttaataaatttaataaaaaa  
28359 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  162047  ATTATTTTTAACCTCATTCGTTAATTATGAGAAATTTTTGTTAATAAATTTAATAAAAAA  
161988 
 
Query  28360   atttatttaggaaataagaaacaaaggaaaaaagatatatttaaataGTGATATAAtttt  
28419 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||| ||| 
Sbjct  161987  ATTTATTTAGGAAATAAGAAACAAAGGAAAAAAGATATATTTAAATAGTGATATAA-TTT  
161929 
 
Query  28420   ttttGTCAAAAGTTATATATTTTCTAGatttacttaataaaactttaaattttaatttag  
28479 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  161928  TTTTGTCAAAAGTTATATATTTTCTAGATTTACTTAATAAAACTTTAAATTTTAATTTAG  
161869 
 
Query  28480   tttattgaaatttaatataaacaattttaCATACATATACTCTAAAACAGTCATTTGAAT  
28539 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  161868  TTTATTGAAATTTAATATAAACAATTTTACATACATATACTCTAAAACAGTCATTTGAAT  
161809 
 
Query  28540   GAAGAATGG------------AGTTAAAAGAAATCAATAACAATATTTTAG-AAGaaaaa  
28586 
               |||||||||            |||||||||||||||||||||||||||||| |||||||| 
Sbjct  161808  GAAGAATGGAGAATAATAACAAGTTAAAAGAAATCAATAACAATATTTTAGAAAGAAAAA  
161749 
 
Query  28587   aaaGAAAATTCATATGTTTATACAACTGAAACGAAAAATGAAGTAAACTCCTTCATGTTA  
28646 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  161748  AAAGAAAATTCATATGTTTATACAACTGAAACGAAAAATGAAGTAAACTCCTTCATGTTA  
161689 
 
Query  28647   TTGTAACTGAGGACACTCTCTCTGCCACGTACTCTTAAATTTAATTCACATTTCATTGAT  
28706 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  161688  TTGTAACTGAGGACACTCTCTCTGCCACGTACTCTTAAATTTAATTCACATTTCATTGAT  
161629 
 
Query  28707   CGTCTTACACACGTGGGGATTATTTCAGTGGCGTGAAACTTCCAGAAGAACTCAAAGTCA  
28766 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  161628  CGTCTTACACACGTGGGGATTATTTCAGTGGCGTGAAACTTCCAGAAGAACTCAAAGTCA  
161569 
 
231 
 
Query  28767   CTCCTCTTCTGCTTGCCCTCTTTCGCTTCCTGCAAATCTTTCTGAGGTACGTTCTTTCAC  
28826 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  161568  CTCCTCTTCTGCTTGCCCTCTTTCGCTTCCTGCAAATCTTTCTGAGGTACGTTCTTTCAC  
161509 
 
Query  28827   GTGGGGATTAAATATTTCAAGTTTACTACTTTGATTTTCGTTTTATCTTAGTATTTGTTT  
28886 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  161508  GTGGGGATTAAATATTTCAAGTTTACTACTTTGATTTTCGTTTTATCTTAGTATTTGTTT  
161449 
 
Query  28887   TCTCTCTACCTATCTTCAGAATCGAGTCACAGACTAGAGCTAAATCAGCATAGAGGTACG  
28946 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  161448  TCTCTCTACCTATCTTCAGAATCGAGTCACAGACTAGAGCTAAATCAGCATAGAGGTACG  
161389 
 
Query  28947   CGTCATTGGTTTTTTGCCCTAATTTTATTTATATGGTTGAATGCTTTATCTTAGGGTTTT  
29006 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  161388  CGTCATTGGTTTTTTGCCCTAATTTTATTTATATGGTTGAATGCTTTATCTTAGGGTTTT  
161329 
 
Query  29007   ATTCAAAATTAGTGTCACATATTTCATGTAAAATTCAATCAAGTCTGGTTTAGGAGTGTT  
29066 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  161328  ATTCAAAATTAGTGTCACATATTTCATGTAAAATTCAATCAAGTCTGGTTTAGGAGTGTT  
161269 
 
Query  29067   CCTATCTACTTTTTCATGAACAACTATAGGCTGACCAGTGAATTAAGCCATTCGTTTTGT  
29126 
               |||||||||||||||||||||||||||| ||||||||||||||||||||||||||||||| 
Sbjct  161268  CCTATCTACTTTTTCATGAACAACTATATGCTGACCAGTGAATTAAGCCATTCGTTTTGT  
161209 
 
Query  29127   TTTTCATAGTTTGTGACTAAGACTTTCTCTTCCCCTCATTCATGGCTTCGTGCCCTAGCC  
29186 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  161208  TTTTCATAGTTTGTGACTAAGACTTTCTCTTCCCCTCATTCATGGCTTCGTGCCCTAGCC  
161149 
 
Query  29187   TCGTAATGTTATTTATATGGCTGAATGCTGTGGCTTAGGGTTTTCTTCAAAATTAGTTTA  
29246 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  161148  TCGTAATGTTATTTATATGGCTGAATGCTGTGGCTTAGGGTTTTCTTCAAAATTAGTTTA  
161089 
 
Query  29247   ACAtttttttATGTGAAATTTCAACCAAGTCAAGCCGTAGTGTGTTCTGTTCTGCTCAGT  
29306 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  161088  ACATTTTTTTATGTGAAATTTCAACCAAGTCAAGCCGTAGTGTGTTCTGTTCTGCTCAGT  
161029 
 
Query  29307   GATCAAAGATCTGCATCAATAGCGCACTTTAGCAGCGCAAAGCGGCCACTGTAAAGTTTT  
29366 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
232 
 
Sbjct  161028  GATCAAAGATCTGCATCAATAGCGCACTTTAGCAGCGCAAAGCGGCCACTGTAAAGTTTT  
160969 
 
Query  29367   GAATAACGGTGTAGTGGCTGCAATCACGGCCATAATAGTGGCTCTATCGGTGATAAGTGG  
29426 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  160968  GAATAACGGTGTAGTGGCTGCAATCACGGCCATAATAGTGGCTCTATCGGTGATAAGTGG  
160909 
 
Query  29427   CGCTAGATTGAGGCTTCTTTGAAAACCCATTTTCCCCCTCAAAACAGCATGGTTTTTGGG  
29486 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  160908  CGCTAGATTGAGGCTTCTTTGAAAACCCATTTTCCCCCTCAAAACAGCATGGTTTTTGGG  
160849 
 
Query  29487   TTGGGTGTGTGGTCTTAGTGCACAGTTGAGATATTCCTCCCCTTTTTAAGAATTTGAAAA  
29546 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  160848  TTGGGTGTGTGGTCTTAGTGCACAGTTGAGATATTCCTCCCCTTTTTAAGAATTTGAAAA  
160789 
 
Query  29547   TCCCTAATTGGATCTAGTTTCTCTCGCTTTTGTCTACTGTGTGACACTCACTATTTGACT  
29606 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  160788  TCCCTAATTGGATCTAGTTTCTCTCGCTTTTGTCTACTGTGTGACACTCACTATTTGACT  
160729 
 
Query  29607   AACTTCCGTGCATATCCGGCAGTATTTCTGGCAACACTCACCTTCCATATTTTTCTCCTT  
29666 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  160728  AACTTCCGTGCATATCCGGCAGTATTTCTGGCAACACTCACCTTCCATATTTTTCTCCTT  
160669 
 
Query  29667   TGAACTCTGAACCTCTGTTCTTTTCTCTGTGCAACACCCACCCTCACTGTTTATTGAATG  
29726 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  160668  TGAACTCTGAACCTCTGTTCTTTTCTCTGTGCAACACCCACCCTCACTGTTTATTGAATG  
160609 
 
Query  29727   TTTAAGATGCTTTGTATCTGAAATTTGAAATATGAACGTGCctttgaattttgtttgttt  
29786 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  160608  TTTAAGATGCTTTGTATCTGAAATTTGAAATATGAACGTGCCTTTGAATTTTGTTTGTTT  
160549 
 
Query  29787   tcttgacttgtattgttatttacttgtattttatgttttgCTTAAAATCTATGACCTTTT  
29846 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  160548  TCTTGACTTGTATTGTTATTTACTTGTATTTTATGTTTTGCTTAAAATCTATGACCTTTT  
160489 
 
Query  29847   ATTATTGATGAACATGTCATGAATGTTGAGTATTTATCATAGTGCCAATCTCGCTATGAA  
29906 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  160488  ATTATTGATGAACATGTCATGAATGTTGAGTATTTATCATAGTGCCAATCTCGCTATGAA  
160429 
 
233 
 
Query  29907   CTATACTGCCATAGCATTTTTGGGGTAGGCCACTATGGATTGCTGCCTGAGATTGATAAC  
29966 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  160428  CTATACTGCCATAGCATTTTTGGGGTAGGCCACTATGGATTGCTGCCTGAGATTGATAAC  
160369 
 
Query  29967   TATGCTTACTTCATAACTTGTACCAAATAATATGTACCATTTATATTGCTTGGGAGAATG  
30026 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  160368  TATGCTTACTTCATAACTTGTACCAAATAATATGTACCATTTATATTGCTTGGGAGAATG  
160309 
 
Query  30027   TATGGAAATTGACTCTTTGATGCCATGTTTTCCTTGAACAGATACAAAAATGCCAAAAGT  
30086 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  160308  TATGGAAATTGACTCTTTGATGCCATGTTTTCCTTGAACAGATACAAAAATGCCAAAAGT  
160249 
 
Query  30087   AAAGACAAATCGTGTTAAATACCCAGAGGGCTGGGAATTAATTGAGCCTACACTCCGTGA  
30146 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  160248  AAAGACAAATCGTGTTAAATACCCAGAGGGCTGGGAATTAATTGAGCCTACACTCCGTGA  
160189 
 
Query  30147   ACTTCAAGCAAAGATGAGGGAAGGTTGGAAATTTACATCATGTTCTTAGTAGGTTTTATT  
30206 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  160188  ACTTCAAGCAAAGATGAGGGAAGGTTGGAAATTTACATCATGTTCTTAGTAGGTTTTATT  
160129 
 
Query  30207   ATGTTCTTTCTGAAATCAATGAAATGAATAGTTTTATATCCTTTATGTGGCAGCTGAGAA  
30266 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  160128  ATGTTCTTTCTGAAATCAATGAAATGAATAGTTTTATATCCTTTATGTGGCAGCTGAGAA  
160069 
 
Query  30267   TGATCCGCATGATGGCAAAAGAAAATGTGAGACCTTATGGCCTATATTTAAGATTGCACA  
30326 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  160068  TGATCCGCATGATGGCAAAAGAAAATGTGAGACCTTATGGCCTATATTTAAGATTGCACA  
160009 
 
Query  30327   CCAGAAGAGCCGCTACATATTTGATCTATACCATCGGAGGAAGGAAATTTCTAAAGAACT  
30386 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  160008  CCAGAAGAGCCGCTACATATTTGATCTATACCATCGGAGGAAGGAAATTTCTAAAGAACT  
159949 
 
Query  30387   GTATGAATTCTGTTTAGATCAAGGATATGCTGACCGCAATCTAATTGCAAAATGGAAGAA  
30446 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  159948  GTATGAATTCTGTTTAGATCAAGGATATGCTGACCGCAATCTAATTGCAAAATGGAAGAA  
159889 
 
Query  30447   GGTACCTGAAATTAGTTCttttattttatttttttaaaactggttttctttttctattgc  
30506 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
234 
 
Sbjct  159888  GGTACCTGAAATTAGTTCTTTTATTTTATTTTTTTAAAACTGGTTTTCTTTTTCTATTGC  
159829 
 
Query  30507   tttttACATAGGAGGAAATTCATTAAAGAGATAAGAGAAGCACAACTAGGAGGAGGATAA  
30566 
               ||||||||||||||||||||||||||||||| |||||||||||||||||||||||||||| 
Sbjct  159828  TTTTTACATAGGAGGAAATTCATTAAAGAGAAAAGAGAAGCACAACTAGGAGGAGGATAA  
159769 
 
Query  30567   GAAATCTGCTAGTTACcaaaaaaataaaagaaattctccaaaacaaataagactaatgca  
30626 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  159768  GAAATCTGCTAGTTACCAAAAAAATAAAAGAAATTCTCCAAAACAAATAAGACTAATGCA  
159709 
 
Query  30627   ataaaatgagccaaaaGCTGGTTGAAAGGTCTATTATGAATTTGCAACAAACCATTTGCA  
30686 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  159708  ATAAAATGAGCCAAAAGCTGGTTGAAAGGTCTATTATGAATTTGCAACAAACCATTTGCA  
159649 
 
Query  30687   TTAACCATGTTAAGTACCACTGTCCTAACCAAGGACTTGGCTTTTGAAGAGATGTTTGAA  
30746 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  159648  TTAACCATGTTAAGTACCACTGTCCTAACCAAGGACTTGGCTTTTGAAGAGATGTTTGAA  
159589 
 
Query  30747   TTTTAAAATGGATTAATCAAGTAGAAACCTAGGTTAGGCGTGTGTATGAAATTGATAGAA  
30806 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  159588  TTTTAAAATGGATTAATCAAGTAGAAACCTAGGTTAGGCGTGTGTATGAAATTGATAGAA  
159529 
 
Query  30807   AGCTTTACAGGAGAAAATACTGGAAGAGTCCATGATCCAAACTCTTCTAACTAACTTAGT  
30866 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  159528  AGCTTTACAGGAGAAAATACTGGAAGAGTCCATGATCCAAACTCTTCTAACTAACTTAGT  
159469 
 
Query  30867   TGGGGGAGAAAGAGACTCAAGTAAAAGTGTAAAAGCAAAAGGGATTGTAGTTCACTATAT  
30926 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  159468  TGGGGGAGAAAGAGACTCAAGTAAAAGTGTAAAAGCAAAAGGGATTGTAGTTCACTATAT  
159409 
 
Query  30927   TACCCATATTAAAATATCCAAGTAAATTACAGTCCCTTTGTAAATAATGATCTTAGATTC  
30986 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  159408  TACCCATATTAAAATATCCAAGTAAATTACAGTCCCTTTGTAAATAATGATCTTAGATTC  
159349 
 
Query  30987   TTAGCCTTAGATTAGAAATGGCTAATGAGCAAACTTCACAAAGTAGATAGTTGAAACATG  
31046 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  159348  TTAGCCTTAGATTAGAAATGGCTAATGAGCAAACTTCACAAAGTAGATAGTTGAAACATG  
159289 
 
235 
 
Query  31047   CAGGAAAAGTCTCTGAAAAAGGAGCACTCCCTATCTAAGCTTCCTCTCCAAAGTTGACAA  
31106 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  159288  CAGGAAAAGTCTCTGAAAAAGGAGCACTCCCTATCTAAGCTTCCTCTCCAAAGTTGACAA  
159229 
 
Query  31107   GGATTCCATCACCCAAACAATAGACATGTATTCCTGCaaaaaaaCCTTCCAATCCCAAAA  
31166 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  159228  GGATTCCATCACCCAAACAATAGACATGTATTCCTGCAAAAAAACCTTCCAATCCCAAAA  
159169 
 
Query  31167   TCTAATATGAGCAGTGTTGCTCACTTGGTTAGCATGCCACCTGTTCTGATGGGTTGTACT  
31226 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  159168  TCTAATATGAGCAGTGTTGCTCACTTGGTTAGCATGCCACCTGTTCTGATGGGTTGTACT  
159109 
 
Query  31227   TGCTCTTAGTCTTATATACTTGGTGAGTTGGTGCCTCTTGGCATTAGTCTCCAAAGGAAA  
31286 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  159108  TGCTCTTAGTCTTATATACTTGGTGAGTTGGTGCCTCTTGGCATTAGTCTCCAAAGGAAA  
159049 
 
Query  31287   GTGCCAAAGTCATTTAACCTCTGAAAGGAATGTTTGTGTGTTAAGATGCCAAATTACCAA  
31346 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  159048  GTGCCAAAGTCATTTAACCTCTGAAAGGAATGTTTGTGTGTTAAGATGCCAAATTACCAA  
158989 
 
Query  31347   CCCCTAATCCCCCTTCATTTTAGGCCTATGAAGAACCTCTCAAGTCCCAACTAATAAAAT  
31406 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  158988  CCCCTAATCCCCCTTCATTTTAGGCCTATGAAGAACCTCTCAAGTCCCAACTAATAAAAT  
158929 
 
Query  31407   GTTCTCTTCTCTGTTTTCCCACAGCCGATCCATGTTTGTATCATTGGGTCACTCTGAACT  
31466 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  158928  GTTCTCTTCTCTGTTTTCCCACAGCCGATCCATGTTTGTATCATTGGGTCACTCTGAACT  
158869 
 
Query  31467   CACATTGTGTGATATTCAGTACTGTTGAAATTAGGAAGTATGTTATTTCTATACTCATAT  
31526 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  158868  CACATTGTGTGATATTCAGTACTGTTGAAATTAGGAAGTATGTTATTTCTATACTCATAT  
158809 
 
Query  31527   TTGTGCCTTCTCCGAGATGTTAATTGTTGTAAGGTTATTGTTACTTGGTAGCaaaaaatg  
31586 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  158808  TTGTGCCTTCTCCGAGATGTTAATTGTTGTAAGGTTATTGTTACTTGGTAGCAAAAAATG  
158749 
 
Query  31587   ttaaaaaaaTAGTGTCGTTTTACTTTCACCAAGATTTTATTTCATTTGTGCATTCTATGT  
31646 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
236 
 
Sbjct  158748  TTAAAAAAATAGTGTCGTTTTACTTTCACCAAGATTTTATTTCATTTGTGCATTCTATGT  
158689 
 
Query  31647   GTAGTTTTCTTGGATTTTGAGTACTTAAATCATTATGTTTTTGGTCTGAATTGCAGCCTG  
31706 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  158688  GTAGTTTTCTTGGATTTTGAGTACTTAAATCATTATGTTTTTGGTCTGAATTGCAGCCTG  
158629 
 
Query  31707   GTTATGAACGTCTTTGCTGCCTGAGGTGCATGCAGCCACGTGATCACAATTTTGCCACCA  
31766 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  158628  GTTATGAACGTCTTTGCTGCCTGAGGTGCATGCAGCCACGTGATCACAATTTTGCCACCA  
158569 
 
Query  31767   CTTGTGTTTGCAGAGTACCCAAGCAACTTAGGGAGGAGAAGGTCATAGAGTGTGTTCACT  
31826 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  158568  CTTGTGTTTGCAGAGTACCCAAGCAACTTAGGGAGGAGAAGGTCATAGAGTGTGTTCACT  
158509 
 
Query  31827   GTGGATGCAAGGGTTGTGCAAGCGGGGACTAATTGAATATCGATTCTAGTTTTAGTTGCC  
31886 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  158508  GTGGATGCAAGGGTTGTGCAAGCGGGGACTAATTGAATATCGATTCTAGTTTTAGTTGCC  
158449 
 
Query  31887   AATGGAAGGTTTCTTAGAATTACTTTCTTTGTGCTTTTAGCTTAATGTTGTCTGAAACCC  
31946 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  158448  AATGGAAGGTTTCTTAGAATTACTTTCTTTGTGCTTTTAGCTTAATGTTGTCTGAAACCC  
158389 
 
Query  31947   TCACCATGGGACACCACTTCTCCAGGTTGTATTACTGTCTACTAAATGAGTGCTATATAT  
32006 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  158388  TCACCATGGGACACCACTTCTCCAGGTTGTATTACTGTCTACTAAATGAGTGCTATATAT  
158329 
 
Query  32007   TGGGAACATTGGTTACATATTAGGGTGTgtttggtttgcattttcattttctgttttc--  
32064 
               ||||||||||||||||||||||||||||||||||||||||||||||||||||||||||   
Sbjct  158328  TGGGAACATTGGTTACATATTAGGGTGTGTTTGGTTTGCATTTTCATTTTCTGTTTTCAT  
158269 
 
Query  32065   -----------attttctgaaaactgtttttattttcaaaatatttaaattctgaaaaCA  
32113 
                          ||||| |||||| ||||||||||||||||| |||||||||||||||| | 
Sbjct  158268  TTCCTGTTTTTATTTTTTGAAAATTGTTTTTATTTTCAAAAGATTTAAATTCTGAAAATA  
158209 
 
Query  32114   TGTTTGGTTTGATTTCTTGTTTTCTGTTTTCATGAAATAAAAATACTGAAAATTTATGAT  
32173 
               |||||||||||||||||||||||||||||| ||||||||||||||||||||||||||||| 
Sbjct  158208  TGTTTGGTTTGATTTCTTGTTTTCTGTTTTTATGAAATAAAAATACTGAAAATTTATGAT  
158149 
 
237 
 
Query  32174   ATATTGACTTATTGTCTTTTTGTATTTTTAGATTTGCTTAAAACTACATTTATTGTCACC  
32233 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  158148  ATATTGACTTATTGTCTTTTTGTATTTTTAGATTTGCTTAAAACTACATTTATTGTCACC  
158089 
 
Query  32234   GCAATTTCATTTTAACCAAAATGAGGTTTCTGTTCTCAACTGAAAATTCTGAAAACGAAA  
32293 
               ||||||||||||||||||||||||||||||||||||||||||||||| |||||||||||| 
Sbjct  158088  GCAATTTCATTTTAACCAAAATGAGGTTTCTGTTCTCAACTGAAAATACTGAAAACGAAA  
158029 
 
Query  32294   AttttttgttttcattttctagttgtttactgttttcatttttactgaaaatgttttcAG  
32353 
               ||||||||||||||||||||||||||||||||||||||||||||| |||||||||||||| 
Sbjct  158028  ATTTTTTGTTTTCATTTTCTAGTTGTTTACTGTTTTCATTTTTACCGAAAATGTTTTCAG  
157969 
 
Query  32354   AAATCAAACCAAACACATTTTCATCACCGTTTTCTATTTTCAGTGAAAATGAAAACAGAA  
32413 
               ||||||||||||||||||||||||||||||||| |||||||||||||||| ||| || || 
Sbjct  157968  AAATCAAACCAAACACATTTTCATCACCGTTTTTTATTTTCAGTGAAAATAAAATCAAAA  
157909 
 
Query  32414   AACAACCAAACTAAACACTCCCTTAGTTATCTGCCTAGTTCAAAATCTAACGGGAGCTTT  
32473 
               |||||||||||||||||||||||||||||||||||||||||||||||| ||||||||||| 
Sbjct  157908  AACAACCAAACTAAACACTCCCTTAGTTATCTGCCTAGTTCAAAATCTGACGGGAGCTTT  
157849 
 
Query  32474   GTACCTTTTCATTGATTAGCCTAATATGGTGTACTTTTGCTCTATACTTCAAAGCTTTAA  
32533 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  157848  GTACCTTTTCATTGATTAGCCTAATATGGTGTACTTTTGCTCTATACTTCAAAGCTTTAA  
157789 
 
Query  32534   TGCTGCTTTGGTTAAGATTGGAGCCAAGCTGGACAAACTCCAAAGtttttattttttatt  
32593 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  157788  TGCTGCTTTGGTTAAGATTGGAGCCAAGCTGGACAAACTCCAAAGTTTTTATTTTTTATT  
157729 
 
Query  32594   ttttAAAGAGATCAATTTTGTGAGGGGAACATTGTAAAAGTCAAAGCATTATTCTGAGAT  
32653 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  157728  TTTTAAAGAGATCAATTTTGTGAGGGGAACATTGTAAAAGTCAAAGCATTATTCTGAGAT  
157669 
 
Query  32654   AAATATATTTTTATGTCATTCTCCCAGTCAAATCATTTGAGGAGTAAATCTTTAAATACA  
32713 
               ||||||||||||||||||||||||||||||||||||||||||||||| |||||||||||| 
Sbjct  157668  AAATATATTTTTATGTCATTCTCCCAGTCAAATCATTTGAGGAGTAATTCTTTAAATACA  
157609 
 
Query  32714   ACAAATGAAAATAACTGATGATATAGACGGTGAAGTGTTTCCTTGAATAATTTTAATAGT  
32773 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
238 
 
Sbjct  157608  ACAAATGAAAATAACTGATGATATAGACGGTGAAGTGTTTCCTTGAATAATTTTAATAGT  
157549 
 
Query  32774   GGGATAATTGTTGAACCTTTGTTTTGTTAAACAAGTTTGGAGTGTTGTTTCAACTTAAGA  
32833 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  157548  GGGATAATTGTTGAACCTTTGTTTTGTTAAACAAGTTTGGAGTGTTGTTTCAACTTAAGA  
157489 
 
Query  32834   TTAAGAATTTGCTTGTTTTGGAGTCAATTTATTTAGAGCAGTTCTTGAAAACAATTTTTT  
32893 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  157488  TTAAGAATTTGCTTGTTTTGGAGTCAATTTATTTAGAGCAGTTCTTGAAAACAATTTTTT  
157429 
 
Query  32894   AAAATATAATCTTTCAAAATGTGATTAGAAGGAGATATCTGTTTCATATAGTAATTAATT  
32953 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  157428  AAAATATAATCTTTCAAAATGTGATTAGAAGGAGATATCTGTTTCATATAGTAATTAATT  
157369 
 
Query  32954   ATATTTTGAAGAATATTCTTGAAAACATTCTGATGAAAAATGTGATTACCGAGTAAACTA  
33013 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  157368  ATATTTTGAAGAATATTCTTGAAAACATTCTGATGAAAAATGTGATTACCGAGTAAACTA  
157309 
 
Query  33014   AATGTGGATCAAATGGGGGAAAATTTGCTCTCAAGTGCTAGAAAAGAGCCGAAGCCATCA  
33073 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  157308  AATGTGGATCAAATGGGGGAAAATTTGCTCTCAAGTGCTAGAAAAGAGCCGAAGCCATCA  
157249 
 
Query  33074   AATAGAGGATTGTTCAATTTAAATTTATAGGAGTAGGGGGACAAAAGAAAATATTAGGGG  
33133 
               ||||||||||||||||||||||||||||| |||||||||||||||||||||||||||||| 
Sbjct  157248  AATAGAGGATTGTTCAATTTAAATTTATAAGAGTAGGGGGACAAAAGAAAATATTAGGGG  
157189 
 
Query  33134   AACCAATTAAGAGAAGCTACGCTCTAGATTGTTTTACTGAAAATCAGGATATTGCTAGTG  
33193 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  157188  AACCAATTAAGAGAAGCTACGCTCTAGATTGTTTTACTGAAAATCAGGATATTGCTAGTG  
157129 
 
Query  33194   CCCTATAGTGTGATTGATCCATATAGACAATCATCCCACCTAGTAGAGTAAGACTTGATT  
33253 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  157128  CCCTATAGTGTGATTGATCCATATAGACAATCATCCCACCTAGTAGAGTAAGACTTGATT  
157069 
 
Query  33254   GTTTTACAAAAATCATTACCTCTCACATCTTGTACTGTTCACTAAGAATCAATATATAAG  
33313 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  157068  GTTTTACAAAAATCATTACCTCTCACATCTTGTACTGTTCACTAAGAATCAATATATAAG  
157009 
 
239 
 
Query  33314   GCAGTCCATTTAAATGCTAAACCAGTGTCATGGTCAAGGATACTGCTCCTTGGCACATGC  
33373 
               |||||||||| ||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  157008  GCAGTCCATTCAAATGCTAAACCAGTGTCATGGTCAAGGATACTGCTCCTTGGCACATGC  
156949 
 
Query  33374   AAACCATTTTTAGCTTTACATTAAAGCAAGAATATGAAGCATTAAGCATTAGGCTGCAAC  
33433 
               ||||||||||||||||||||||||||||||||||||||||||||||||| |||||||||| 
Sbjct  156948  AAACCATTTTTAGCTTTACATTAAAGCAAGAATATGAAGCATTAAGCATAAGGCTGCAAC  
156889 
 
Query  33434   CCAATAAAATTTACAAATTACCCTCACTTAATATGACAAGTGCCCAACATATTGAATATT  
33493 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  156888  CCAATAAAATTTACAAATTACCCTCACTTAATATGACAAGTGCCCAACATATTGAATATT  
156829 
 
Query  33494   TTAAATTATGGACAAAAGAACTAGATGACAGAACTTTCAAGAAGACAAAATCACAACTTC  
33553 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  156828  TTAAATTATGGACAAAAGAACTAGATGACAGAACTTTCAAGAAGACAAAATCACAACTTC  
156769 
 
Query  33554   ACTCTATCACTAAACCATACCATTCGACAGAATCAGCATTTACATCTCAAAACCCAGTAA  
33613 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  156768  ACTCTATCACTAAACCATACCATTCGACAGAATCAGCATTTACATCTCAAAACCCAGTAA  
156709 
 
Query  33614   CCGATCTAATGAACATCATTGCTTGATGTGGAAGCCATCTAGTCGCTCCCATAAAACATT  
33673 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  156708  CCGATCTAATGAACATCATTGCTTGATGTGGAAGCCATCTAGTCGCTCCCATAAAACATT  
156649 
 
Query  33674   CAGCTGAGAGTCTGTGTCTTACCCGTTTAATGATAACCTAGTCTGAAACATAGAAAGAAA  
33733 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  156648  CAGCTGAGAGTCTGTGTCTTACCCGTTTAATGATAACCTAGTCTGAAACATAGAAAGAAA  
156589 
 
Query  33734   TGACAAGAAAAGAAAAGTGAAATATAACTTAACAGATAAATATTCATTCAAAATTTCAAA  
33793 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  156588  TGACAAGAAAAGAAAAGTGAAATATAACTTAACAGATAAATATTCATTCAAAATTTCAAA  
156529 
 
Query  33794   CGAACAACTTATGATGCTAAAAAATTTGAATTACAAAAAACAAGCTGAGCAGATATTGCA  
33853 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  156528  CGAACAACTTATGATGCTAAAAAATTTGAATTACAAAAAACAAGCTGAGCAGATATTGCA  
156469 
 
Query  33854   AAGAAAAAATGTTTGACTAACCTTCTATGATCCATCGCTGAACTATTTGCGGTCTTCCTC  
33913 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
240 
 
Sbjct  156468  AAGAAAAAATGTTTGACTAACCTTCTATGATCCATCGCTGAACTATTTGCGGTCTTCCTC  
156409 
 
Query  33914   GCACATAAGTTATAACAAAATGAGTGCATAGAGTGATTTCAATCTGCAAACCAAGAACCA  
33973 
               |||||||||||||||||||||||||||||| ||||||||||||||||||||||||||||| 
Sbjct  156408  GCACATAAGTTATAACAAAATGAGTGCATAAAGTGATTTCAATCTGCAAACCAAGAACCA  
156349 
 
Query  33974   TGAAGTCAAACTGTTATTTTAAATGGGGGGAAAACTGTCAAAAGT---aaaaaaaaaaaa  
34030 
               |||||||||||||||||||||||||||||||||||||||||||||   |||||||||||| 
Sbjct  156348  TGAAGTCAAACTGTTATTTTAAATGGGGGGAAAACTGTCAAAAGTAAAAAAAAAAAAAAA  
156289 
 
Query  34031   TGTTTGCAGAAAGGACAGCAAGCATCCATAAATTAGATCTTAGATTTTCGTCTCCTAACA  
34090 
                ||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  156288  CGTTTGCAGAAAGGACAGCAAGCATCCATAAATTAGATCTTAGATTTTCGTCTCCTAACA  
156229 
 
Query  34091   GGTAATAAATATGGaaaaaaaaTTCCCATCACAAACAATGAACTAGGAGAGAAAAGGAGT  
34150 
               ||||||||||||||||||||| |||||||||||||||||||||||||||||||||||||| 
Sbjct  156228  GGTAATAAATATGGAAAAAAATTTCCCATCACAAACAATGAACTAGGAGAGAAAAGGAGT  
156169 
 
Query  34151   ACAGTGCAGAAGGATCAGGAATCCTCCtaaaacagaaaagtaaaatacacaagaaaggaa  
34210 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  156168  ACAGTGCAGAAGGATCAGGAATCCTCCTAAAACAGAAAAGTAAAATACACAAGAAAGGAA  
156109 
 
Query  34211   acaaaatataaaataacaTTAGCTCCAAAGAGCTATCCATGATAAAAGGAAGCTACTGAA  
34270 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  156108  ACAAAATATAAAATAACATTAGCTCCAAAGAGCTATCCATGATAAAAGGAAGCTACTGAA  
156049 
 
Query  34271   CGCTAGCTCATGCTACAGTATTTTTGAGTGAGGAGTTTCCATGAAACACAAAATTCTTGG  
34330 
               |||||||||||||||||||||||||||||||||||||||||||||  ||||||||||||| 
Sbjct  156048  CGCTAGCTCATGCTACAGTATTTTTGAGTGAGGAGTTTCCATGAA--ACAAAATTCTTGG  
155991 
 
Query  34331   GTGTTCCACAAAAGTTCCCCTTCTACACGGTATATCATAGACCAGAAGATGAGATCTTTT  
34390 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  155990  GTGTTCCACAAAAGTTCCCCTTCTACACGGTATATCATAGACCAGAAGATGAGATCTTTT  
155931 
 
Query  34391   CCATTTAACCTAATGAGGTACACGTTCATAGTTGAAATTTATTAATTTTAATACCTGTAG  
34450 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  155930  CCATTTAACCTAATGAGGTACACGTTCATAGTTGAAATTTATTAATTTTAATACCTGTAG  
155871 
 
241 
 
Query  34451   CTGGAAAAAGGATTAAGTTCTAAAAGCAGCTTATGGTCTTATTAAATGCTTTTACATAAA  
34510 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  155870  CTGGAAAAAGGATTAAGTTCTAAAAGCAGCTTATGGTCTTATTAAATGCTTTTACATAAA  
155811 
 
Query  34511   TGGAATCCATTTGACAAATGTATAAAACTAAGCAATAAGCAATTACATGATTTCTTGTGT  
34570 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  155810  TGGAATCCATTTGACAAATGTATAAAACTAAGCAATAAGCAATTACATGATTTCTTGTGT  
155751 
 
Query  34571   ATATTGAATTTACCCTGGCAGAATTTATGCTGTCAATTATCATTTACTAGCAATATTGAT  
34630 
               ||||||||||||||||||||||||||| |||||||||||||||||||||||||||||||| 
Sbjct  155750  ATATTGAATTTACCCTGGCAGAATTTAAGCTGTCAATTATCATTTACTAGCAATATTGAT  
155691 
 
Query  34631   TGGCTTATCCCTAATGCAACTTGCTTCATTATTAAACTTACTTGAAGGCAAATATACATA  
34690 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  155690  TGGCTTATCCCTAATGCAACTTGCTTCATTATTAAACTTACTTGAAGGCAAATATACATA  
155631 
 
Query  34691   AGTAAAAAATTACTCAGTTCCATAAAAATGCAAGGATACAGCACAATTTCTAAATTGTAT  
34750 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  155630  AGTAAAAAATTACTCAGTTCCATAAAAATGCAAGGATACAGCACAATTTCTAAATTGTAT  
155571 
 
Query  34751   ATAGGTCTAtttttttAAGCTATTTTAATAACTTGAGGTTATATCAAAATAAATGTGCAA  
34810 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  155570  ATAGGTCTATTTTTTTAAGCTATTTTAATAACTTGAGGTTATATCAAAATAAATGTGCAA  
155511 
 
Query  34811   GCAGATGTGAAAATACTTACCACTAAAAATGTCAAGGAACAATTCTATTCACAGCTTAAG  
34870 
               ||||| |||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  155510  GCAGAGGTGAAAATACTTACCACTAAAAATGTCAAGGAACAATTCTATTCACAGCTTAAG  
155451 
 
Query  34871   CTGATTGGTGGAGCTAAGAAAGATTTATATCTAAGACCCCCTTAAAACAGAGCTTTTTGA  
34930 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  155450  CTGATTGGTGGAGCTAAGAAAGATTTATATCTAAGACCCCCTTAAAACAGAGCTTTTTGA  
155391 
 
Query  34931   GCTTGAAGTGTGGACAATGCACAAACCCACTTTACCTTGGGCTCAAATATAAGTTAATTA  
34990 
               |||||||||| ||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  155390  GCTTGAAGTGCGGACAATGCACAAACCCACTTTACCTTGGGCTCAAATATAAGTTAATTA  
155331 
 
Query  34991   TGAAGAAGAGAAGCAACAAGGATCAATCTCATAATTTCTTAAAGGTTGTGATACCATGTT  
35050 
               ||||||||||||||||||||||||||||||||||||||||||||||||||||||| |||| 
242 
 
Sbjct  155330  TGAAGAAGAGAAGCAACAAGGATCAATCTCATAATTTCTTAAAGGTTGTGATACC-TGTT  
155272 
 
Query  35051   AAGGACCAACTCTCCTAATCACATAAATTGTCAGGTGGAAGCACTTGAATGGTAATGATT  
35110 
               ||||||||||||||||||||||||||||||||||||||| |||||||||||||||||||| 
Sbjct  155271  AAGGACCAACTCTCCTAATCACATAAATTGTCAGGTGGATGCACTTGAATGGTAATGATT  
155212 
 
Query  35111   TTATATATTTAACAAATGGTAAGTTCTGAAGCCTATGCCAGTTCTCTCTATGGGGTCCTA  
35170 
               ||||||||||||||||| |||||||||||||||||||||||||||||||||||||||||| 
Sbjct  155211  TTATATATTTAACAAATTGTAAGTTCTGAAGCCTATGCCAGTTCTCTCTATGGGGTCCTA  
155152 
 
Query  35171   TAGGATTGTGGAACATGGATGAATTGAGAGTCAGGATTTGAATAAATGTCTAAGTGAAAC  
35230 
               |||||||||||||||||||||||||||||||||||||||||||||||||| ||||||||| 
Sbjct  155151  TAGGATTGTGGAACATGGATGAATTGAGAGTCAGGATTTGAATAAATGTCCAAGTGAAAC  
155092 
 
Query  35231   TCTTGGCATTTGCTATCTTTTTGGaaaaaaaaaTTCTCGAATTCTGGTGTCTCCTTCATT  
35290 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  155091  TCTTGGCATTTGCTATCTTTTTGGAAAAAAAAATTCTCGAATTCTGGTGTCTCCTTCATT  
155032 
 
Query  35291   AGTAGATAAGTAGTTGATAGTAATTTCTGTGGTAGCAGCATCTACTGAAAACCCTTTGTC  
35350 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  155031  AGTAGATAAGTAGTTGATAGTAATTTCTGTGGTAGCAGCATCTACTGAAAACCCTTTGTC  
154972 
 
Query  35351   TCTCATTATTGTAAGGTATTTTATTGATCTTGCAATCTCCTTTTTTGTTAGCAAGCCTTG  
35410 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  154971  TCTCATTATTGTAAGGTATTTTATTGATCTTGCAATCTCCTTTTTTGTTAGCAAGCCTTG  
154912 
 
Query  35411   GACAAAGACATTGTAAGTGCAGTTATCTGGCAGGCAGCCATTCTCTTCCATATTTATCAG  
35470 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  154911  GACAAAGACATTGTAAGTGCAGTTATCTGGCAGGCAGCCATTCTCTTCCATATTTATCAG  
154852 
 
Query  35471   TAAGTCTTCAGCTTTATCCAACGAGCCTTGTTTACAGAGACCCTTAATCATAATGGTATA  
35530 
               ||||||||||||||||||||| |||||||||||||||||||||||||||||||||||||| 
Sbjct  154851  TAAGTCTTCAGCTTTATCCAATGAGCCTTGTTTACAGAGACCCTTAATCATAATGGTATA  
154792 
 
Query  35531   AGTATAAACGTTAATTTGCAAACCTTTACCAGGCAAACTAGAAAAGAGTTCCCATGCAGC  
35590 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  154791  AGTATAAACGTTAATTTGCAAACCTTTACCAGGCAAACTAGAAAAGAGTTCCCATGCAGC  
154732 
 
243 
 
Query  35591   ATTCAGTTTTCCAGCACTGCACATTCCGTCAAGCAAAATACTATAAATTACAATATTAAG  
35650 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  154731  ATTCAGTTTTCCAGCACTGCACATTCCGTCAAGCAAAATACTATAAATTACAATATTAAG  
154672 
 
Query  35651   ATCCAAATTACTCTTCTCCATTGCCTCAGCCAACGACACTGCCTCAGAAAGAAGATTTCC  
35710 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  154671  ATCCAAATTACTCTTCTCCATTGCCTCAGCCAACGACACTGCCTCAGAAAGAAGATTTCC  
154612 
 
Query  35711   TTTACATAGGCCATCCAATATAACAGCACAAGTCTGGAGATTGGGAACTTGACCATATTT  
35770 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  154611  TTTACATAGGCCATCCAATATAACAGCACAAGTCTGGAGATTGGGAACTTGACCATATTT  
154552 
 
Query  35771   GTGCATATTGAGAAACAGTTCTTTTGCAGCTAATGGTCTACCTGCTTGACAAAACCCACC  
35830 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  154551  GTGCATATTGAGAAACAGTTCTTTTGCAGCTAATGGTCTACCTGCTTGACAAAACCCACC  
154492 
 
Query  35831   TATAAGAGTGGTCCAAGTGACAACATCAGGAACAAATCCCATCTTAGCCATTTCCTCCAA  
35890 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  154491  TATAAGAGTGGTCCAAGTGACAACATCAGGAACAAATCCCATCTTAGCCATTTCCTCCAA  
154432 
 
Query  35891   CAGATGCATAACCTTATTAATGTTTTTGTCCTTACACCATCCGTGGATAAGTGAAGTAAA  
35950 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  154431  CAGATGCATAACCTTATTAATGTTTTTGTCCTTACACCATCCGTGGATAAGTGAAGTAAA  
154372 
 
Query  35951   AACCACAATGTCTGGTAAACAGCCCCTGCTAACCATTAAATGAAACACTCTCATGGCCTC  
36010 
               |||||||||||| ||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  154371  AACCACAATGTCCGGTAAACAGCCCCTGCTAACCATTAAATGAAACACTCTCATGGCCTC  
154312 
 
Query  36011   ATTCATTTTATTTTGCAAACAATATATATGAATCAACGAATTATAGGTGAAGACATCCGG  
36070 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  154311  ATTCATTTTATTTTGCAAACAATATATATGAATCAACGAATTATAGGTGAAGACATCCGG  
154252 
 
Query  36071   CCCTTCCCCCGTCAGAATCATAAACCCAATCACACTTTTAGCCTGCATCACTTTTCCTTC  
36130 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  154251  CCCTTCCCCCGTCAGAATCATAAACCCAATCACACTTTTAGCCTGCATCACTTTTCCTTC  
154192 
 
Query  36131   TTTGCAGAAAGCATCCACTAAAATATTGAGAGTCTGCAAATCCAGCCTCATTCCCATTTT  
36190 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
244 
 
Sbjct  154191  TTTGCAGAAAGCATCCACTAAAATATTGAGAGTCTGCAAATCCAGCCTCATTCCCATTTT  
154132 
 
Query  36191   TATCATCTCATCCAGCAGAGAACCAGTCTCTTTCCACCTTCCAAAATTGCAAAGACCTTG  
36250 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  154131  TATCATCTCATCCAGCAGAGAACCAGTCTCTTTCCACCTTCCAAAATTGCAAAGACCTTG  
154072 
 
Query  36251   AATCAAGCAAGCGTAAGTGACAAGATTAGGTCGAACACCTTTGCCACTCATTTCCGAGCA  
36310 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  154071  AATCAAGCAAGCGTAAGTGACAAGATTAGGTCGAACACCTTTGCCACTCATTTCCGAGCA  
154012 
 
Query  36311   CAAATTCAACGCTTCAGATACCAATCCATCCTTGCACAAACCATCCATAATTGTGCTGTA  
36370 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  154011  CAAATTCAACGCTTCAGATACCAATCCATCCTTGCACAAACCATCCATAATTGTGCTGTA  
153952 
 
Query  36371   AACTACCACATTAGGTTTCCAATTCCTTTCCTCCATCTTTCTTAGCCACTCAACCGCCGC  
36430 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  153951  AACTACCACATTAGGTTTCCAATTCCTTTCCTCCATCTTTCTTAGCCACTCAACCGCCGC  
153892 
 
Query  36431   CAAAGTGTCTCCCGTCTTACACAACCCATTAATCAACACCCCGTACGTGTAAACATCCAA  
36490 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  153891  CAAAGTGTCTCCCGTCTTACACAACCCATTAATCAACACCCCGTACGTGTAAACATCCAA  
153832 
 
Query  36491   TGGATACCTCATTTTCTCCATATGATCAACCAGCCCGACTGCCTGAGCCACATTGCCCTG  
36550 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  153831  TGGATACCTCATTTTCTCCATATGATCAACCAGCCCGACTGCCTGAGCCACATTGCCCTG  
153772 
 
Query  36551   CACGCAAAGCCCGTTAATGAGAGCGGTGAGAGTCATCACAGTGGGCTCCAAACCAAGTTT  
36610 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  153771  CACGCAAAGCCCGTTAATGAGAGCGGTGAGAGTCATCACAGTGGGCTCCAAACCAAGTTT  
153712 
 
Query  36611   GAACATAGTCCCCAACACAGAGAACCCAAAAGCAACCAACTTCAAACGGCAGAGACAATT  
36670 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  153711  GAACATAGTCCCCAACACAGAGAACCCAAAAGCAACCAACTTCAAACGGCAGAGACAATT  
153652 
 
Query  36671   GATCACAATATTAAGAGTAATGGTATCAGCTTCTATGCCTAGAGAAGAAAAGATGTGCTT  
36730 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  153651  GATCACAATATTAAGAGTAATGGTATCAGCTTCTATGCCTAGAGAAGAAAAGATGTGCTT  
153592 
 
245 
 
Query  36731   AACTAAAGATATGGCAGTGGTGTAGTGCTTCAACCTCACAATAACACCCAACAACAAAGT  
36790 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  153591  AACTAAAGATATGGCAGTGGTGTAGTGCTTCAACCTCACAATAACACCCAACAACAAAGT  
153532 
 
Query  36791   AAAGTCCTTCACAGAAGGCAAAGGCTTCATGCTAGCCATGCCTTGGAACAAGTCCAAAGC  
36850 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  153531  AAAGTCCTTCACAGAAGGCAAAGGCTTCATGCTAGCCATGCCTTGGAACAAGTCCAAAGC  
153472 
 
Query  36851   TTCATCAATGTTCTTCACTTTACCTGACTTGCATAGGTTTCTCATGGAAATCAAGAACTG  
36910 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  153471  TTCATCAATGTTCTTCACTTTACCTGACTTGCATAGGTTTCTCATGGAAATCAAGAACTG  
153412 
 
Query  36911   GGTTCCGTTGCTATGGCTATCGGTGTCATAAGTGTTTGTGGAGCAATGACAGTGCTTTGa  
36970 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  153411  GGTTCCGTTGCTATGGCTATCGGTGTCATAAGTGTTTGTGGAGCAATGACAGTGCTTTGA  
153352 
 
Query  36971   aaaaaaCAGAGAAAACGAAGGAGAGCGGATGGAAAGGGAACGAGAGAAAGTACCCATCAT  
37030 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  153351  AAAAAACAGAGAAAACGAAGGAGAGCGGATGGAAAGGGAACGAGAGAAAGTACCCATCAT  
153292 
 
Query  37031   GTGATGAAGACGACGAAAACGAGAGAAAGAGGGTATTCTTCGAAGCATTAAAAACTAAAT  
37090 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  153291  GTGATGAAGACGACGAAAACGAGAGAAAGAGGGTATTCTTCGAAGCATTAAAAACTAAAT  
153232 
 
Query  37091   CTTTTGCTTCCGAACAACATCAGTGTCGGAAACTGCTTATGGTTGCAGAATCTGGCGAGG  
37150 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  153231  CTTTTGCTTCCGAACAACATCAGTGTCGGAAACTGCTTATGGTTGCAGAATCTGGCGAGG  
153172 
 
Query  37151   GTTCAGGAttttttttGTCAGGAGAGGGTTTAGGAACAAGCTACAATATTATTATTATCA  
37210 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  153171  GTTCAGGATTTTTTTTGTCAGGAGAGGGTTTAGGAACAAGCTACAATATTATTATTATCA  
153112 
 
Query  37211   TCTATATTTATTAATAATGACAACTAGTTGCTGTATAAtttttttATTCATAAATTATta  
37270 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  153111  TCTATATTTATTAATAATGACAACTAGTTGCTGTATAATTTTTTTATTCATAAATTATTA  
153052 
 
Query  37271   ----tatatatatatatatatatatatatatatatatatatatataACACCTGTAAAATG  
37326 
                   ||||||||||||||||||||||||||||||||||||||||||  |||| ||||||| 
246 
 
Sbjct  153051  TTATTATATATATATATATATATATATATATATATATATATATATATAACCTTTAAAATG  
152992 
 
Query  37327   TAACCGATGCGAAAGTTGTAACTTAGGAAACttaaatgtattttatcttatatatacaat  
37386 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  152991  TAACCGATGCGAAAGTTGTAACTTAGGAAACTTAAATGTATTTTATCTTATATATACAAT  
152932 
 
Query  37387   tccaaaatataaaatttaaatatctttataataataataataataaattttaaattattt  
37446 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  152931  TCCAAAATATAAAATTTAAATATCTTTATAATAATAATAATAATAAATTTTAAATTATTT  
152872 
 
Query  37447   ttagtttagtataaaaaaattagttttaataaataTGATATTCGTTCAatttttttatta  
37506 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||| | 
Sbjct  152871  TTAGTTTAGTATAAAAAAATTAGTTTTAATAAATATGATATTCGTTCAATTTTTTTATGA  
152812 
 
Query  37507   gcattagtgtatatatatttaattttaagaaatttattattattattatttaATGAAAAC  
37566 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  152811  GCATTAGTGTATATATATTTAATTTTAAGAAATTTATTATTATTATTATTTAATGAAAAC  
152752 
 
Query  37567   ATAATATTCGTATAAAGATGTCATTTACATACTCataaaaacaaaaataaatactataga  
37626 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  152751  ATAATATTCGTATAAAGATGTCATTTACATACTCATAAAAACAAAAATAAATACTATAGA  
152692 
 
Query  37627   aagtaaatcaaataaaaGTTCACAGAACAAGCTGGGGTGGGGCGACGCGCTGCCTGGAAC  
37686 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  152691  AAGTAAATCAAATAAAAGTTCACAGAACAAGCTGGGGTGGGGCGACGCGCTGCCTGGAAC  
152632 
 
Query  37687   GGGACAGAGACAGAGAGGGTTCCTTCCGGTCGCTGTAATTGTAAGTCCTTCAAACTTTTC  
37746 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  152631  GGGACAGAGACAGAGAGGGTTCCTTCCGGTCGCTGTAATTGTAAGTCCTTCAAACTTTTC  
152572 
 
Query  37747   TTCTATTCTCTCTAACAATTCAAGTGTTAGTGTTTCGAACACAAACCCTTCCAATGTTTC  
37806 
               ||||||||||||||||||||||||||||||||||| |||||||||||||||||||||||| 
Sbjct  152571  TTCTATTCTCTCTAACAATTCAAGTGTTAGTGTTTGGAACACAAACCCTTCCAATGTTTC  
152512 
 
Query  37807   GCATATCAAAATTTATCATTCACTATTGATCTTTCTGTGTTTCTTGATTCATTTATTTAT  
37866 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  152511  GCATATCAAAATTTATCATTCACTATTGATCTTTCTGTGTTTCTTGATTCATTTATTTAT  
152452 
 
247 
 
Query  37867   TTTCTTGCTATTTAATCTGGAATCTTCTGTTTCTTTGCTGTGTAAACAAACATTTTACCG  
37926 
               |||||||||||||||||||||||||||||||||| ||||||||||||||||||||||||| 
Sbjct  152451  TTTCTTGCTATTTAATCTGGAATCTTCTGTTTCTGTGCTGTGTAAACAAACATTTTACCG  
152392 
 
Query  37927   ATTTACTATGCATCTGTGCAATATAGGGTTTGGCGTTCAATTGAGGAAGAACAATGTCGG  
37986 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  152391  ATTTACTATGCATCTGTGCAATATAGGGTTTGGCGTTCAATTGAGGAAGAACAATGTCGG  
152332 
 
Query  37987   TGACAGCGGGTGTTAGTGATACTGTAATAGCCATTAGGGATAAGCTCAGAGGTAAAATTG  
38046 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  152331  TGACAGCGGGTGTTAGTGATACTGTAATAGCCATTAGGGATAAGCTCAGAGGTAAAATTG  
152272 
 
Query  38047   GCCAAACTAAAGTTAAGCGTTATTGGCCCGGTAAAGTTCCTGAATGGGCTGATGATGAGA  
38106 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  152271  GCCAAACTAAAGTTAAGCGTTATTGGCCCGGTAAAGTTCCTGAATGGGCTGATGATGAGA  
152212 
 
Query  38107   ACGAAGAAGATGCTGCCCCTGCCGATATTAGACCCTCCAGGGAAGCTGCCTTGGAGAAAG  
38166 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  152211  ACGAAGAAGATGCTGCCCCTGCCGATATTAGACCCTCCAGGGAAGCTGCCTTGGAGAAAG  
152152 
 
Query  38167   CCTTTCCTCGTCACGAAGAAGACGCTGCTATTGTCAGAAAAGACGATCGTAGGCTCCGCC  
38226 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  152151  CCTTTCCTCGTCACGAAGAAGACGCTGCTATTGTCAGAAAAGACGATCGTAGGCTCCGCC  
152092 
 
Query  38227   GTTTGGCCGAGAGCCGGATAGATAACCGTGAGGAGGTCCGGGCTGATCATCGCCGCATTC  
38286 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  152091  GTTTGGCCGAGAGCCGGATAGATAACCGTGAGGAGGTCCGGGCTGATCATCGCCGCATTC  
152032 
 
Query  38287   GCCAGGCTGAGATTGTTTCCACCATTGAAGAGGAGGCCAGGAGGCAGGAATGGTTGGAGT  
38346 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  152031  GCCAGGCTGAGATTGTTTCCACCATTGAAGAGGAGGCCAGGAGGCAGGAATGGTTGGAGT  
151972 
 
Query  38347   TCGAAGAAGAAGATGAGAATGCTTTGGCGGAAAGAAGGAGGCTGATTAaagagaagttgc  
38406 
               |||||||||||||||||||||||||||| ||||||||||||||||||||||||||||||| 
Sbjct  151971  TCGAAGAAGAAGATGAGAATGCTTTGGCAGAAAGAAGGAGGCTGATTAAAGAGAAGTTGC  
151912 
 
Query  38407   ttcagagagagcaggaagaggcacttcctgaggaagaggaagaggaggaagaggaagagg  
38466 
               ||||||||||||||||||||||||||||| |||||||||||||||||||||| ||||||| 
248 
 
Sbjct  151911  TTCAGAGAGAGCAGGAAGAGGCACTTCCTCAGGAAGAGGAAGAGGAGGAAGAAGAAGAGG  
151852 
 
Query  38467   aggaggaggaggaaTCTGAGTATGAGACTGACTCTGATGAGGAATATACGGGAGTGGCTA  
38526 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  151851  AGGAGGAGGAGGAATCTGAGTATGAGACTGACTCTGATGAGGAATATACGGGAGTGGCTA  
151792 
 
Query  38527   TGGTGAAGCCTGTGTTTGTTCCCAAGTCTGAGAGAGATACCATTGCGGAGCGTGAGCGTC  
38586 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  151791  TGGTGAAGCCTGTGTTTGTTCCCAAGTCTGAGAGAGATACCATTGCGGAGCGTGAGCGTC  
151732 
 
Query  38587   Ttgaggctgaggagctggcttttgaggagaaaaggaaaaggagattggaggaaaggagga  
38646 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  151731  TTGAGGCTGAGGAGCTGGCTTTTGAGGAGAAAAGGAAAAGGAGATTGGAGGAAAGGAGGA  
151672 
 
Query  38647   ttgagACGAAGCAGATTGTTGTTGAGGAGATCCGGAAGGATGAAGAAATCCAGAAAAACT  
38706 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  151671  TTGAGACGAAGCAGATTGTTGTTGAGGAGATCCGGAAGGATGAAGAAATCCAGAAAAACT  
151612 
 
Query  38707   TGGAAATGGAGGCCAACATTGCTGATGTCGATACAGATGATGAAGTTAATGAGGCAGATG  
38766 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  151611  TGGAAATGGAGGCCAACATTGCTGATGTCGATACAGATGATGAAGTTAATGAGGCAGATG  
151552 
 
Query  38767   AATATGAAGCTTGGAAAGTGAGAGAGATTGGTAGGATCAAGAGGGATAGGGAGGATCGGG  
38826 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  151551  AATATGAAGCTTGGAAAGTGAGAGAGATTGGTAGGATCAAGAGGGATAGGGAGGATCGGG  
151492 
 
Query  38827   AGGCAATGTTGAAGGAAaaggaagagattgagaaggtgagaaacatgacagaggaagaga  
38886 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  151491  AGGCAATGTTGAAGGAAAAGGAAGAGATTGAGAAGGTGAGAAACATGACAGAGGAAGAGA  
151432 
 
Query  38887   ggagggagtgggaaaggaggaaTCCCAAACCTGCTCCACCACCAAAGCAGAAATGGAGAT  
38946 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  151431  GGAGGGAGTGGGAAAGGAGGAATCCCAAACCTGCTCCACCACCAAAGCAGAAATGGAGAT  
151372 
 
Query  38947   TTATGCAGAAATACTATCACAAAGGTGCTTTCTTCCAGAATGAATCTGATGACCGAGCTG  
39006 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  151371  TTATGCAGAAATACTATCACAAAGGTGCTTTCTTCCAGAATGAATCTGATGACCGAGCTG  
151312 
 
249 
 
Query  39007   CCACCGTTGGATCTGATGGTATTTTCGCTCGTGATTTCTCTGCCCCAACTGGGGAGGATA  
39066 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  151311  CCACCGTTGGATCTGATGGTATTTTCGCTCGTGATTTCTCTGCCCCAACTGGGGAGGATA  
151252 
 
Query  39067   AAATGGACAAGACAATATTACCAAAGGTTATGCAAGTTAAGCACTTTGGTCGTAGTGGAA  
39126 
               ||||||||||||||||||| |||||||||||||||||||||||||||||||||||||||| 
Sbjct  151251  AAATGGACAAGACAATATTGCCAAAGGTTATGCAAGTTAAGCACTTTGGTCGTAGTGGAA  
151192 
 
Query  39127   GAACCAAGTGGACCCATCTTGTCAATGAGGATACTACTGATTGGAATAACCCGTAAGTTC  
39186 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  151191  GAACCAAGTGGACCCATCTTGTCAATGAGGATACTACTGATTGGAATAACCCGTAAGTTC  
151132 
 
Query  39187   AATTTCTCCTATGTTCTATATCTTTCGGTTTCAAGAATAGTGGTAGATTGTTTATTCTAT  
39246 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  151131  AATTTCTCCTATGTTCTATATCTTTCGGTTTCAAGAATAGTGGTAGATTGTTTATTCTAT  
151072 
 
Query  39247   TCTTTGGTATTAGTTTTTTGTTGTTTTATCCTGAGaaaaaaaTATGGCATATCTGTTCAC  
39306 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  151071  TCTTTGGTATTAGTTTTTTGTTGTTTTATCCTGAGAAAAAAATATGGCATATCTGTTCAC  
151012 
 
Query  39307   ATTTACTTATGAAGTTCATCTGCTATGGCACTGGTCCAAAATGATCTCGGATTCATGTGA  
39366 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  151011  ATTTACTTATGAAGTTCATCTGCTATGGCACTGGTCCAAAATGATCTCGGATTCATGTGA  
150952 
 
Query  39367   TGATATTGAGATGCTCATGTCAATAGTGAAATGTTCATTTAAGATTTCTTTTTCTCTTGT  
39426 
               ||||||||||||||||||| |||||||||||||||||||||||||||||||||||||||| 
Sbjct  150951  TGATATTGAGATGCTCATGCCAATAGTGAAATGTTCATTTAAGATTTCTTTTTCTCTTGT  
150892 
 
Query  39427   TATCTAAAAAATTTTCTGCTATTAGTCATCAGAAGAGTGAAATGAGAGTTTTTATGAAGA  
39486 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  150891  TATCTAAAAAATTTTCTGCTATTAGTCATCAGAAGAGTGAAATGAGAGTTTTTATGAAGA  
150832 
 
Query  39487   ATGGTTTTGTGATGGAGGCCTCAAGACCCAAGATCACAAAATAAGGTGTATGTAAGGATA  
39546 
               |||||||| ||||||||||| |||| |||||||||||||||||||||||||||||||||| 
Sbjct  150831  ATGGTTTTCTGATGGAGGCCCCAAGGCCCAAGATCACAAAATAAGGTGTATGTAAGGATA  
150772 
 
Query  39547   GGCAAAAGGTTCACTTGATCAATTTTAGGAGAGAGATATAACCAACTGTCAACCCTGTAG  
39606 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
250 
 
Sbjct  150771  GGCAAAAGGTTCACTTGATCAATTTTAGGAGAGAGATATAACCAACTGTCAACCCTGTAG  
150712 
 
Query  39607   CAGAGCATGGGAGGAGTGCATGTGGGCTTGTTGTAAGAAGACAGAGAACATTAGCCCGAG  
39666 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  150711  CAGAGCATGGGAGGAGTGCATGTGGGCTTGTTGTAAGAAGACAGAGAACATTAGCCCGAG  
150652 
 
Query  39667   AAGGGTGTGTACAAGGTAGGGTGGAATTAGGCTTGGGCTGGGAGAAACCAGACACTCTCA  
39726 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  150651  AAGGGTGTGTACAAGGTAGGGTGGAATTAGGCTTGGGCTGGGAGAAACCAGACACTCTCA  
150592 
 
Query  39727   TAACTGTCTAGGAATCTTTTTCATTTTGTACCATTATACACAGAAGATACCAGGATCTGA  
39786 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  150591  TAACTGTCTAGGAATCTTTTTCATTTTGTACCATTATACACAGAAGATACCAGGATCTGA  
150532 
 
Query  39787   ACTCCCTTGATGAAGACCTGTTACTGGAATACAAATATTTCTATGCTTAATTTCTTCATT  
39846 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  150531  ACTCCCTTGATGAAGACCTGTTACTGGAATACAAATATTTCTATGCTTAATTTCTTCATT  
150472 
 
Query  39847   TTAGTCTTTCTAGCTTGCTGGTACCCTATCATTTTGCTTATTTAGGAATTTGATTGTGGG  
39906 
               ||||||||||||||||||||||| |||||||||||||||||||||||||||||||||||| 
Sbjct  150471  TTAGTCTTTCTAGCTTGCTGGTA-CCTATCATTTTGCTTATTTAGGAATTTGATTGTGGG  
150413 
 
Query  39907   TGAGATTGAGGTTCAAGAGGGAGAGTTGATTGGAAGGAATATAGTTAAAAGACATATTTC  
39966 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  150412  TGAGATTGAGGTTCAAGAGGGAGAGTTGATTGGAAGGAATATAGTTAAAAGACATATTTC  
150353 
 
Query  39967   ATTTAGAGTAAGCATAATTATGCCATCTCACAAATCTTATTTTAtttttttGGCATTCAT  
40026 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  150352  ATTTAGAGTAAGCATAATTATGCCATCTCACAAATCTTATTTTATTTTTTTGGCATTCAT  
150293 
 
Query  40027   TTTGTAGAAATATGTACTTGGCTTGAAGTTTATTGTTTACAACGTTCTTAGTTTGTCAAC  
40086 
               ||||||||||||||||||||||||||||||||||||||||| |||||||||||||||||| 
Sbjct  150292  TTTGTAGAAATATGTACTTGGCTTGAAGTTTATTGTTTACAGCGTTCTTAGTTTGTCAAC  
150233 
 
Query  40087   TTTACCCTGACTCCCTTGACTTCTATGTGAATTTAGCTGGACAGTAAGAAGGGATCATAT  
40146 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  150232  TTTACCCTGACTCCCTTGACTTCTATGTGAATTTAGCTGGACAGTAAGAAGGGATCATAT  
150173 
 
251 
 
Query  40147   TGCATGTCACAACTCACAATTTAAATGAGTTGTTTATTAGCAGCCCTTGATATGGTTTGA  
40206 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  150172  TGCATGTCACAACTCACAATTTAAATGAGTTGTTTATTAGCAGCCCTTGATATGGTTTGA  
150113 
 
Query  40207   GATCTTGACAAAAGTGCATGCTCATGAGTTATGCTCATCTGTTTTCATAGTACTTTTGGG  
40266 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  150112  GATCTTGACAAAAGTGCATGCTCATGAGTTATGCTCATCTGTTTTCATAGTACTTTTGGG  
150053 
 
Query  40267   TTTCACGTTTTATCATTTGCTTGCTTGTAATTTTGTGAAGTTAAAAGAGAGTATTACATA  
40326 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  150052  TTTCACGTTTTATCATTTGCTTGCTTGTAATTTTGTGAAGTTAAAAGAGAGTATTACATA  
149993 
 
Query  40327   ACATTTAAAAATTATGATTCTATACTAATTTCTAGATTAAGGTTTATTCTCTGTTCTGAG  
40386 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  149992  ACATTTAAAAATTATGATTCTATACTAATTTCTAGATTAAGGTTTATTCTCTGTTCTGAG  
149933 
 
Query  40387   AATATCTGAAATGCTACATTTATTATCTACAGAGTCCTGAATCTGTTTATGTTTTCAATG  
40446 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  149932  AATATCTGAAATGCTACATTTATTATCTACAGAGTCCTGAATCTGTTTATGTTTTCAATG  
149873 
 
Query  40447   TTGATGTAACATGTTAGACTGATTCTGCCACACTTCTGATTTTATGACATTAAAAGGAGT  
40506 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  149872  TTGATGTAACATGTTAGACTGATTCTGCCACACTTCTGATTTTATGACATTAAAAGGAGT  
149813 
 
Query  40507   CTACACAAttttttttATCACACCAGATTTCTATACTAATTTCTAGATTAAGGAGTCTAC  
40566 
               ||||||||||||||||||||||||||| |||||||||||||||||||||||||||||||| 
Sbjct  149812  CTACACAATTTTTTTTATCACACCAGAATTCTATACTAATTTCTAGATTAAGGAGTCTAC  
149753 
 
Query  40567   TCTCTTTTATGACATTAAAAGAGAGTATTACATAACATTTAAAAATTATGATTCTATACT  
40626 
               ||| |||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  149752  TCTTTTTTATGACATTAAAAGAGAGTATTACATAACATTTAAAAATTATGATTCTATACT  
149693 
 
Query  40627   AATTTCTAGATTAAGGTTTATTCTCTGTTCTGAGAATATCTGAAATGCTACATTTATTAT  
40686 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  149692  AATTTCTAGATTAAGGTTTATTCTCTGTTCTGAGAATATCTGAAATGCTACATTTATTAT  
149633 
 
Query  40687   CTACAGAGTCCTGAATCTGTTTATGTTTTCAATGTTGATGTAACATGTTAGACTGATTCT  
40746 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
252 
 
Sbjct  149632  CTACAGAGTCCTGAATCTGTTTATGTTTTCAATGTTGATGTAACATGTTAGACTGATTCT  
149573 
 
Query  40747   GCCACACTTCTGATTTTATGACATTAAAAGGAGTCTACACAAttttttttATCACACCAG  
40806 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  149572  GCCACACTTCTGATTTTATGACATTAAAAGGAGTCTACACAATTTTTTTTATCACACCAG  
149513 
 
Query  40807   AATT  40810 
               |||| 
Sbjct  149512  AATT  149509 
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Query  71899   TGACTTTACTTAAAATTAAATAACTCATATAAGCACTCGCATCGAAAATACTCCCCATCA  
71958 
               |||||||| ||||||||||||||||||||| |||| ||||||||||||| ||| | |||| 
Sbjct  117165  TGACTTTATTTAAAATTAAATAACTCATATGAGCATTCGCATCGAAAATGCTCTCGATCA  
117106 
 
Query  71959   AACAATAGAATTATTGCTTCTaaaaagaaaaaa-------aaaaCAAGTGAATCATTGAA  
72011 
               || ||| ||||||||||||||||||||||||||       |||||||||||||||||||| 
Sbjct  117105  AATAATGGAATTATTGCTTCTAAAAAGAAAAAAGAAGGAAAAAACAAGTGAATCATTGAA  
117046 
 
Query  72012   AATATATAATTTATGGTCATTAGTCAAAAAATTAATGACTTCTAAATCAAAATTTGAACA  
72071 
               |||||||||||||||||||||||| ||||||||||||||||||||||||||||||||||| 
Sbjct  117045  AATATATAATTTATGGTCATTAGTAAAAAAATTAATGACTTCTAAATCAAAATTTGAACA  
116986 
 
Query  72072   ACTCTAAAATCTTATTGCCGGGAAAATGAATATGGCATCTGCAATATAAGCTCTAGCCAG  
72131 
               |||||||||  ||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  116985  ACTCTAAAAA-TTATTGCCGGGAAAATGAATATGGCATCTGCAATATAAGCTCTAGCCAG  
116927 
 
Query  72132   CAACAACGTGTCGTTCACGTTTAAGAGCTTTGTTCTATTCACTCTCTAGATGTAGTTATT  
72191 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  116926  CAACAACGTGTCGTTCACGTTTAAGAGCTTTGTTCTATTCACTCTCTAGATGTAGTTATT  
116867 
 
Query  72192   GTATGGCTCTTGCTTGTGTCTGGCAGAGATGAAGCAGCTGAAATTTTTACCCACCATCGT  
72251 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  116866  GTATGGCTCTTGCTTGTGTCTGGCAGAGATGAAGCAGCTGAAATTTTTACCCACCATCGT  
116807 
 
253 
 
Query  72252   ATTATTCCTTGATTGATATCATTAGCGGTCGTTAATAGTATACCAATTAACTTATGCTAT  
72311 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  116806  ATTATTCCTTGATTGATATCATTAGCGGTCGTTAATAGTATACCAATTAACTTATGCTAT  
116747 
 
Query  72312   GATAACAATACACTAAGCGGTGATATTAAAAGAGTCAAACTCTATTTTATATGGTGAAAC  
72371 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  116746  GATAACAATACACTAAGCGGTGATATTAAAAGAGTCAAACTCTATTTTATATGGTGAAAC  
116687 
 
Query  72372   AGGGAACATAGTCCATCCAATAATATCTT-----------------GTTACCTACTAAGT  
72414 
               ||||| |||||||||||||||||||||||                 ||| |||||||||| 
Sbjct  116686  AGGGAGCATAGTCCATCCAATAATATCTTCCTGAGTGAGCCATCTTGTTGCCTACTAAGT  
116627 
 
Query  72415   ACTAATTGCAATTGAAATTTGGAGGATCCATCGATCCTCCACTGACCCTAAGCACATGAC  
72474 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  116626  ACTAATTGCAATTGAAATTTGGAGGATCCATCGATCCTCCACTGACCCTAAGCACATGAC  
116567 
 
Query  72475   ATTCCACACTTGTTATGTAACCTGATGTTCACGTTCTTATAAAAAACCAGCAGGCACAAT  
72534 
               |||||||||||||| ||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  116566  ATTCCACACTTGTTGTGTAACCTGATGTTCACGTTCTTATAAAAAACCAGCAGGCACAAT  
116507 
 
Query  72535   AAATTAAACGGTAACCAACTAATCTAACAATTGGAATTTTCCTACTTACGAATTCTTTTT  
72594 
               |||||||| |||||||||||||||||||||||||||||||||||||||||||||||     
Sbjct  116506  AAATTAAAAGGTAACCAACTAATCTAACAATTGGAATTTTCCTACTTACGAATTCT----  
116451 
 
Query  72595   CTGGTCAATTCTCTTTCATATAATTGAATCTCTATTATCATTGCCAATTCAATTATTTTC  
72654 
                           |||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  116450  ------------CTTTCATATAATTGAATCTCTATTATCATTGCCAATTCAATTATTTTC  
116403 
 
Query  72655   AACTGCTCAATCTGCCCTATATTTTTGGCAATAGGTATAAAACGCATCTAGAATGTGGTG  
72714 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  116402  AACTGCTCAATCTGCCCTATATTTTTGGCAATAGGTATAAAACGCATCTAGAATGTGGTG  
116343 
 
Query  72715   GGCAACTTAACATGGATACGGCATACGTAACCACAATAAAGAAAACATGAATCAGTACCC  
72774 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  116342  GGCAACTTAACATGGATACGGCATACGTAACCACAATAAAGAAAACATGAATCAGTACCC  
116283 
 
Query  72775   ATAACCATTAGCATGTGCTTTGTTGCGAAAGTTATATATCCATCTGCTGAGCTTTGAATC  
72834 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
254 
 
Sbjct  116282  ATAACCATTAGCATGTGCTTTGTTGCGAAAGTTATATATCCATCTGCTGAGCTTTGAATC  
116223 
 
Query  72835   CCCATATGTGCGGTCACGTATTGTATAGGCTCATCGTGTGAAATTAAAATCATCCCATCA  
72894 
               ||||||||||||||||||||||||||||||||||||||||||||||||| |||||||||| 
Sbjct  116222  CCCATATGTGCGGTCACGTATTGTATAGGCTCATCGTGTGAAATTAAAACCATCCCATCA  
116163 
 
Query  72895   CCAACCCAAATTTTAAGATTACGTATCCATTTTCAAAAAATTAAATTTATTCAGAACTTT  
72954 
               ||||||||||||||||||||| |||||||||||||||||||||||||||||||||||||| 
Sbjct  116162  CCAACCCAAATTTTAAGATTATGTATCCATTTTCAAAAAATTAAATTTATTCAGAACTTT  
116103 
 
Query  72955   GAATCACCACAATGTATTTATGTATTTTTaaaaaaaTTCTTTTTATTCAGTATATTTCCA  
73014 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  116102  GAATCACCACAATGTATTTATGTATTTTTAAAAAAATTCTTTTTATTCAGTATATTTCCA  
116043 
 
Query  73015   TATCTCTTTCTATCGCCACCAATTAGATGATTGTTCAAGTGGTGCTTCCTCCCCGAAAGG  
73074 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  116042  TATCTCTTTCTATCGCCACCAATTAGATGATTGTTCAAGTGGTGCTTCCTCCCCGAAAGG  
115983 
 
Query  73075   TAAGGTAAGGATAAAAGGCTTGATTTTAGTTCCAAAATGGAGGTATAAAACCTTATCTAG  
73134 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  115982  TAAGGTAAGGATAAAAGGCTTGATTTTAGTTCCAAAATGGAGGTATAAAACCTTATCTAG  
115923 
 
Query  73135   ACTTTACCAACCATGTTAAGGATTTAAATATTGGAACTACTAGTATTTACATAAAGACTA  
73194 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  115922  ACTTTACCAACCATGTTAAGGATTTAAATATTGGAACTACTAGTATTTACATAAAGACTA  
115863 
 
Query  73195   TCTAACCACCTCATCCAACTCAATTGCTTaaaaaaaTTTGTAGATTTCGTTTCGTATATC  
73254 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  115862  TCTAACCACCTCATCCAACTCAATTGCTTAAAAAAATTTGTAGATTTCGTTTCGTATATC  
115803 
 
Query  73255   CAACAAAGTGTGTTTCAAAGTTTCCTAACTACACATCATAAATTCCGGGCAGGTGGTCTC  
73314 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  115802  CAACAAAGTGTGTTTCAAAGTTTCCTAACTACACATCATAAATTCCGGGCAGGTGGTCTC  
115743 
 
Query  73315   ATTATTCATTTGAACAGCGAACATATTGCTCCATTTATTTGTAAGGTGTCGAGTGGAAAT  
73374 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  115742  ATTATTCATTTGAACAGCGAACATATTGCTCCATTTATTTGTAAGGTGTCGAGTGGAAAT  
115683 
 
255 
 
Query  73375   GATTTATACACACACTAGACCTTATAGGTGGATGGAGAGTTGACACAGATGCATAACGGG  
73434 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  115682  GATTTATACACACACTAGACCTTATAGGTGGATGGAGAGTTGACACAGATGCATAACGGG  
115623 
 
Query  73435   CACAGAAGAAAGTTTATGGCACATGCGATAAATATACTTCTGATTCAAAAAGGGataaaa  
73494 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  115622  CACAGAAGAAAGTTTATGGCACATGCGATAAATATACTTCTGATTCAAAAAGGGATAAAA  
115563 
 
Query  73495   aagaatataatacaattaataaatgtatagtccttcccttcccaaaaataaaataaaata  
73554 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  115562  AAGAATATAATACAATTAATAAATGTATAGTCCTTCCCTTCCCAAAAATAAAATAAAATA  
115503 
 
Query  73555   atCATCCTCACGATCAGGTACACCGACCAATAACCATCCTTTAAAACCCATCCATCGTCT  
73614 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  115502  ATCATCCTCACGATCAGGTACACCGACCAATAACCATCCTTTAAAACCCATCCATCGTCT  
115443 
 
Query  73615   TAAAGAATCAATAAAGAACGCCAAACTAAAAGATCCAGGTTTAGTTCAGATGAGGAGATT  
73674 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  115442  TAAAGAATCAATAAAGAACGCCAAACTAAAAGATCCAGGTTTAGTTCAGATGAGGAGATT  
115383 
 
Query  73675   TTAAGAACACCATAAAAATGACATTTTGAACAATAATAAATAATTACAAAGAAATTGGCG  
73734 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  115382  TTAAGAACACCATAAAAATGACATTTTGAACAATAATAAATAATTACAAAGAAATTGGCG  
115323 
 
Query  73735   ATGCTAATAGATCAAAACAGCTTTACAACCTCTGGTTTTCTTGGGTATTCTCAACTAAAC  
73794 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  115322  ATGCTAATAGATCAAAACAGCTTTACAACCTCTGGTTTTCTTGGGTATTCTCAACTAAAC  
115263 
 
Query  73795   CTTCCACTATCATATGGACTAAGATGCCCTTGGATAGTTGTCTCGTTTATCAATTCGGTT  
73854 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  115262  CTTCCACTATCATATGGACTAAGATGCCCTTGGATAGTTGTCTCGTTTATCAATTCGGTT  
115203 
 
Query  73855   AACGGCAATCCGTTGAATCAAAGGAGTCTGCAAACCCTGCAGGTTTAGAGGAGATGCTTG  
73914 
               ||||||||||| |||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  115202  AACGGCAATCCATTGAATCAAAGGAGTCTGCAAACCCTGCAGGTTTAGAGGAGATGCTTG  
115143 
 
Query  73915   ATTGGGTTTGTGAGATGGAAATGTCATTAAATATTGAGGAAGTGCCTTCGTTGGCTTGCC  
73974 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
256 
 
Sbjct  115142  ATTGGGTTTGTGAGATGGAAATGTCATTAAATATTGAGGAAGTGCCTTCGTTGGCTTGCC  
115083 
 
Query  73975   ACCTTCGTAGAGCTTGAGGAAGGCTCATATGAAGGTCACCGCCAGAGCCGTCTTCCTCTT  
74034 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  115082  ACCTTCGTAGAGCTTGAGGAAGGCTCATATGAAGGTCACCGCCAGAGCCGTCTTCCTCTT  
115023 
 
Query  74035   CTTCATCATGGCTAGTAGGTTTCCATTGCTCCACAAGAGGAACCAAGACGTTCACTGCAT  
74094 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  115022  CTTCATCATGGCTAGTAGGTTTCCATTGCTCCACAAGAGGAACCAAGACGTTCACTGCAT  
114963 
 
Query  74095   GACCCATATCCGGCCTTTGGTATGGTTCGCGAGCAGTGCAATGGCCTGCCAGCTCGGCCA  
74154 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  114962  GACCCATATCCGGCCTTTGGTATGGTTCGCGAGCAGTGCAATGGCCTGCCAGCTCGGCCA  
114903 
 
Query  74155   CTGTATATATGCTTCCCATGGTTTCCTCATCTGGATTGAGAATTTGATCAATTGCCTTTG  
74214 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  114902  CTGTATATATGCTTCCCATGGTTTCCTCATCTGGATTGAGAATTTGATCAATTGCCTTTG  
114843 
 
Query  74215   GAATGTTTTCCTTGTTAATTAGTACCCTACGGAACCATGTCACCAAGTGAGACCTTTCAT  
74274 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  114842  GAATGTTTTCCTTGTTAATTAGTACCCTACGGAACCATGTCACCAAGTGAGACCTTTCAT  
114783 
 
Query  74275   CTGGCACAGTATCATCCAATGCCTTTCTACCGGTGATAAGTTCCATCAGAACTACTCCAA  
74334 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  114782  CTGGCACAGTATCATCCAATGCCTTTCTACCGGTGATAAGTTCCATCAGAACTACTCCAA  
114723 
 
Query  74335   ATGCATAAACATCCACTTTGGTTGTCACTCTTCCAGTAGCTGGTAAGAAACAGAGTAACA  
74394 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  114722  ATGCATAAACATCCACTTTGGTTGTCACTCTTCCAGTAGCTGGTAAGAAACAGAGTAACA  
114663 
 
Query  74395   TTAAATATAATCAAACAAATAGACTAGCACTAATCAAATGCCATCTAATCACATTCAATG  
74454 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  114662  TTAAATATAATCAAACAAATAGACTAGCACTAATCAAATGCCATCTAATCACATTCAATG  
114603 
 
Query  74455   CAACATTTTAGGAAGTTTTATGCTTGCAAAAGTCTTGATGCTAAATGGATAAAAACAACA  
74514 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  114602  CAACATTTTAGGAAGTTTTATGCTTGCAAAAGTCTTGATGCTAAATGGATAAAAACAACA  
114543 
 
257 
 
Query  74515   CCGATCAAAATAACAGTTTTAACAAAAGATGTTTCAATGCACCGATCCAACAAGGAAATG  
74574 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  114542  CCGATCAAAATAACAGTTTTAACAAAAGATGTTTCAATGCACCGATCCAACAAGGAAATG  
114483 
 
Query  74575   GGATAGAATGATAAATTCCACAACAGTGATTAGTTGCGACAGAGAACTACCACCTAAGCC  
74634 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  114482  GGATAGAATGATAAATTCCACAACAGTGATTAGTTGCGACAGAGAACTACCACCTAAGCC  
114423 
 
Query  74635   CATGACAATATACAGCAATCAAAGATTTAATGCAACCAGAGTATTCATCACATCGTAAAG  
74694 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  114422  CATGACAATATACAGCAATCAAAGATTTAATGCAACCAGAGTATTCATCACATCGTAAAG  
114363 
 
Query  74695   GATAATTGAGAGTCAGACTCTGGTAAACTGTCTAAAAATGGCTCGACATATCTTTTGAGG  
74754 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  114362  GATAATTGAGAGTCAGACTCTGGTAAACTGTCTAAAAATGGCTCGACATATCTTTTGAGG  
114303 
 
Query  74755   CATCAACCACCAAGAACTATGCAGCAAAACCCCCACCCAACTCAACAAAACACGTGAAAA  
74814 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  114302  CATCAACCACCAAGAACTATGCAGCAAAACCCCCACCCAACTCAACAAAACACGTGAAAA  
114243 
 
Query  74815   GAGCAAAATATAACATTGCAAAGAAATAGCCACAAAGAATTTTGAAGTAGCCATGTATCT  
74874 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  114242  GAGCAAAATATAACATTGCAAAGAAATAGCCACAAAGAATTTTGAAGTAGCCATGTATCT  
114183 
 
Query  74875   AGGAATTGAGTATCAATTATTTTCCCTTCAACTCTTTCTACtttttttttGTATGTGAGC  
74934 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  114182  AGGAATTGAGTATCAATTATTTTCCCTTCAACTCTTTCTACTTTTTTTTTGTATGTGAGC  
114123 
 
Query  74935   GATTACTCTGGTGAACTACTTAAATTTGCTGAACACCGAAGCATGATATTGAAGTACTAA  
74994 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||| ||| 
Sbjct  114122  GATTACTCTGGTGAACTACTTAAATTTGCTGAACACCGAAGCATGATATTGAAGTAATAA  
114063 
 
Query  74995   CCAACAGCTATAACCACCAAATACGAGCATATAAAATATGAACTTCAAAATTAAGGCACA  
75054 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  114062  CCAACAGCTATAACCACCAAATACGAGCATATAAAATATGAACTTCAAAATTAAGGCACA  
114003 
 
Query  75055   ATTGTACAAAACTAAAATCAAAGGCTTTCTGTACCTGCATACTCAGGTGCAAGATATCCA  
75114 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
258 
 
Sbjct  114002  ATTGTACAAAACTAAAATCAAAGGCTTTCTGTACCTGCATACTCAGGTGCAAGATATCCA  
113943 
 
Query  75115   AATGTTCCAGCCAACCGTGTCTCAACAGAATACTTCCCATCTGGTGCATTTTTAACCAAC  
75174 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  113942  AATGTTCCAGCCAACCGTGTCTCAACAGAATACTTCCCATCTGGTGCATTTTTAACCAAC  
113883 
 
Query  75175   CCAAAATCAGCAACCTTTGCTCTCATGTCATCGCCTAGTAGTATGTTTGAGGGTTTTAAG  
75234 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  113882  CCAAAATCAGCAACCTTTGCTCTCATGTCATCGCCTAGTAGTATGTTTGAGGGTTTTAAG  
113823 
 
Query  75235   TCTCTATGAATGAAGCTTTGCTGAGCTAAACTGTGCAAGTATTCCACCCCCCGCGCTACA  
75294 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  113822  TCTCTATGAATGAAGCTTTGCTGAGCTAAACTGTGCAAGTATTCCACCCCCCGCGCTACA  
113763 
 
Query  75295   TCCAAAGCTATTACTACCCTTTGCTTCCAAGTCAAAGGAGCATACCCATGCTCCTGCCAC  
75354 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  113762  TCCAAAGCTATTACTACCCTTTGCTTCCAAGTCAAAGGAGCATACCCATGCTCCTGCCAC  
113703 
 
Query  75355   TCAAACAGGTGCTGTGTTAATGTACCTTGAGGCATATACTCATACACCAAAAGCCTTTCA  
75414 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  113702  TCAAACAGGTGCTGTGTTAATGTACCTTGAGGCATATACTCATACACCAAAAGCCTTTCA  
113643 
 
Query  75415   TTGCCATTGATGCAATACCCTAGAAGAGCAACCAAATGTCTATGCCTAACTTTACTAAGA  
75474 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  113642  TTGCCATTGATGCAATACCCTAGAAGAGCAACCAAATGTCTATGCCTAACTTTACTAAGA  
113583 
 
Query  75475   AGTGCAATCTCTGCTTCGAACTCTTTCTGACCTTTGTTCCCCATTGCAACAGATTCCATC  
75534 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  113582  AGTGCAATCTCTGCTTCGAACTCTTTCTGACCTTTGTTCCCCATTGCAACAGATTCCATC  
113523 
 
Query  75535   CTCTTAACAGCAATTTTTGTTCCATCATGCAACACCCCCTTATAAACTACTCCAAACCCT  
75594 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  113522  CTCTTAACAGCAATTTTTGTTCCATCATGCAACACCCCCTTATAAACTACTCCAAACCCT  
113463 
 
Query  75595   CCCCTGCCTAAAATGTTCTCCTCGCTGAAATTATTCGTCACTTGTCGAAGAACTTGGATA  
75654 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  113462  CCCCTGCCTAAAATGTTCTCCTCGCTGAAATTATTCGTCACTTGTCGAAGAACTTGGATA  
113403 
 
259 
 
Query  75655   GAAAATGTTGGACCATCTAAAGCATGAAGGTCACTGCGATCACCACTGCTCTGGCTTTGC  
75714 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  113402  GAAAATGTTGGACCATCTAAAGCATGAAGGTCACTGCGATCACCACTGCTCTGGCTTTGC  
113343 
 
Query  75715   AACTCAACTGGAACACCACCATATCCATTAGAAACATGGACAGCATCAAGTTTAAAGCCT  
75774 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  113342  AACTCAACTGGAACACCACCATATCCATTAGAAACATGGACAGCATCAAGTTTAAAGCCT  
113283 
 
Query  75775   CCTTTCCCATTTTCATGACCTTTAACCCTACTGAACTTCCCCTGCAGCTTGTTGacaaaa  
75834 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  113282  CCTTTCCCATTTTCATGACCTTTAACCCTACTGAACTTCCCCTGCAGCTTGTTGACAAAA  
113223 
 
Query  75835   cacttccaagacacaaacaacaccactgcaataaaaaacaacacaataacaacTATACCA  
75894 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  113222  CACTTCCAAGACACAAACAACACCACTGCAATAAAAAACAACACAATAACAACTATACCA  
113163 
 
Query  75895   GCAATCCAACCTGGCGACACCGAAGAATTACCCTTTGAGGATTCACCACCACTTCCACCG  
75954 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  113162  GCAATCCAACCTGGCGACACCGAAGAATTACCCTTTGAGGATTCACCACCACTTCCACCG  
113103 
 
Query  75955   GTCGAAGACCCAGAAGGAGTAGTTCCACTTGGTCCACCTCCAGGACTAAGGGGTTTCCCA  
76014 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  113102  GTCGAAGACCCAGAAGGAGTAGTTCCACTTGGTCCACCTCCAGGACTAAGGGGTTTCCCA  
113043 
 
Query  76015   AGCAAAGCATTTCCCGCAGTCACCAACTTCACCTTTGGTGGGAACTTAGGAACCAATCCA  
76074 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  113042  AGCAAAGCATTTCCCGCAGTCACCAACTTCACCTTTGGTGGGAACTTAGGAACCAATCCA  
112983 
 
Query  76075   GAGAGGTTGTTGTCAGACACATCAAGAGTCTGAAGCTGAGGCAAAGTGATCAAACTATCA  
76134 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  112982  GAGAGGTTGTTGTCAGACACATCAAGAGTCTGAAGCTGAGGCAAAGTGATCAAACTATCA  
112923 
 
Query  76135   GGTATAGAACCGATCAAATTATTGCCATTGAGAAACAAAGTCCTCAAGTCAGTCAAATTG  
76194 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  112922  GGTATAGAACCGATCAAATTATTGCCATTGAGAAACAAAGTCCTCAAGTCAGTCAAATTG  
112863 
 
Query  76195   GCAAATGCAGGGGAGATGGTACCCTGCAAACCCTGTTTCTCGAAATTGACAGTAATAATC  
76254 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
260 
 
Sbjct  112862  GCAAATGCAGGGGAGATGGTACCCTGCAAACCCTGTTTCTCGAAATTGACAGTAATAATC  
112803 
 
Query  76255   TTTCCGGCAGCACACACAACATAGTTCCAACCATCACACGGATCATTCCCCTTCCACGAC  
76314 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  112802  TTTCCGGCAGCACACACAACATAGTTCCAACCATCACACGGATCATTCCCCTTCCACGAC  
112743 
 
Query  76315   TCTGCCAACCGAATCGGATACCCGAATGCCTCGGCAATCTGCAGCAAAACCATCACCCTG  
76374 
               |||||||||||||| ||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  112742  TCTGCCAACCGAATTGGATACCCGAATGCCTCGGCAATCTGCAGCAAAACCATCACCCTG  
112683 
 
Query  76375   GGATCACAATTCCCAGGAGTATCAAGACAAAAACTATTAATCCCATCGAGAGTAACATTC  
76434 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  112682  GGATCACAATTCCCAGGAGTATCAAGACAAAAACTATTAATCCCATCGAGAGTAACATTC  
112623 
 
Query  76435   ACACCTTTCCCAAACACGGGCACAGGCCCCTGAAGCTCATTATTATCCAGAGAAACTTTC  
76494 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  112622  ACACCTTTCCCAAACACGGGCACAGGCCCCTGAAGCTCATTATTATCCAGAGAAACTTTC  
112563 
 
Query  76495   TTCAAACTAGGAAGACTTGTCAATGAAGCGGGAACCACACCAGTTAACTGGTTATCCCTG  
76554 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  112562  TTCAAACTAGGAAGACTTGTCAATGAAGCGGGAACCACACCAGTTAACTGGTTATCCCTG  
112503 
 
Query  76555   AGCTGCAAGTCAGACAAAGCCGTGCATTGCGATAAATCCGGAATGGAACCGGTGAACTGG  
76614 
               ||||||||||||||||||||||||||||||||||||||||| |||||||||||||||||| 
Sbjct  112502  AGCTGCAAGTCAGACAAAGCCGTGCATTGCGATAAATCCGGTATGGAACCGGTGAACTGG  
112443 
 
Query  76615   TTCTTATTGAGCCAGGACTGGTTTAATGCAGACATGTTGGAGAGGACGAGGAGGGTACCG  
76674 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  112442  TTCTTATTGAGCCAGGACTGGTTTAATGCAGACATGTTGGAGAGGACGAGGAGGGTACCG  
112383 
 
Query  76675   GACAAGCCGGCGGCCTGGTTGTTGAGCCAGAGCGTTTCGAGATTGTTGGCGGCGGAGAAA  
76734 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  112382  GACAAGCCGGCGGCCTGGTTGTTGAGCCAGAGCGTTTCGAGATTGTTGGCGGCGGAGAAA  
112323 
 
Query  76735   GAGGAGGGTAAATTGCCGGTGAGGTTGTTGTAAGAGAGGCGAAGGTGTTGAAGGGAAGGG  
76794 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  112322  GAGGAGGGTAAATTGCCGGTGAGGTTGTTGTAAGAGAGGCGAAGGTGTTGAAGGGAAGGG  
112263 
 
261 
 
Query  76795   AATTTGTCGAAAATGTCCGGCAAGGGACCGGTGAGGGATACGGTGGCGAGGTCGAGGTCG  
76854 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  112262  AATTTGTCGAAAATGTCCGGCAAGGGACCGGTGAGGGATACGGTGGCGAGGTCGAGGTCG  
112203 
 
Query  76855   ATTAGGTTAGAGGAGGAAGTGAGGTCGGTGGGGAAGGACCAGGGTTGGAGAGCAGGGTTG  
76914 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  112202  ATTAGGTTAGAGGAGGAAGTGAGGTCGGTGGGGAAGGACCAGGGTTGGAGAGCAGGGTTG  
112143 
 
Query  76915   GAGCCGAGGCTGAGGGTTTGGAGGGAGGTTAGGGAGGCGAAGGCGGTGGGGGACACGGAG  
76974 
               ||||||||||||||||||||||||||||||||||||||||| |||||||||||||||||| 
Sbjct  112142  GAGCCGAGGCTGAGGGTTTGGAGGGAGGTTAGGGAGGCGAAAGCGGTGGGGGACACGGAG  
112083 
 
Query  76975   GAGAAGTTGTTGCGGTTGAAGTAGACGGTTTGGAGGAAAGAAAGGTTGGAGAGAGAAGGG  
77034 
               ||||||||||||||||| |||||||||||||||||||||||||||||||||||||||||| 
Sbjct  112082  GAGAAGTTGTTGCGGTTTAAGTAGACGGTTTGGAGGAAAGAAAGGTTGGAGAGAGAAGGG  
112023 
 
Query  77035   AGGGTGCCGGTGAGGGAATTGTCTTGGAGGGAGAGAGTGCGGAGTTGAGAGAGGGAATTG  
77094 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  112022  AGGGTGCCGGTGAGGGAATTGTCTTGGAGGGAGAGAGTGCGGAGTTGAGAGAGGGAATTG  
111963 
 
Query  77095   AGATCCGAGGGGAGTGTTCCGGTGAGGGACTGCGAAGCGAGGCTTATGCTGGTCACGTGG  
77154 
               ||||||||||||||||||||||||||||| |||||||||||||||||||||||||||||| 
Sbjct  111962  AGATCCGAGGGGAGTGTTCCGGTGAGGGAATGCGAAGCGAGGCTTATGCTGGTCACGTGG  
111903 
 
Query  77155   CTGGATGAATCGCATTGGATACCCTTCCATTGGCAGAATGGGGTTGTTTCAGACCAGCCC  
77214 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  111902  CTGGATGAATCGCATTGGATACCCTTCCATTGGCAGAATGGGGTTGTTTCAGACCAGCCC  
111843 
 
Query  77215   GAGGGCGGTGGAGTGAGGGATTTGAGAAAATTCGACATCACCGCGGCGTCATCGGCGGTT  
77274 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  111842  GAGGGCGGTGGAGTGAGGGATTTGAGAAAATTCGACATCACCGCGGCGTCATCGGCGGTT  
111783 
 
Query  77275   ACTAGGGGGATCGTGAGGAGAAGGAAGAGAGAAAGTAGGGTTTTGGGGAGAGACATTAGG  
77334 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  111782  ACTAGGGGGATCGTGAGGAGAAGGAAGAGAGAAAGTAGGGTTTTGGGGAGAGACATTAGG  
111723 
 
Query  77335   GTTGGGAGAAGTGTTTGTGTgagagagagagagagagagGTGTTGAACTTGGGTTGGTGG  
77394 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
262 
 
Sbjct  111722  GTTGGGAGAAGTGTTTGTGTGAGAGAGAGAGAGAGAGAGGTGTTGAACTTGGGTTGGTGG  
111663 
 
Query  77395   GAAGTGTTATGGAGAAGAGAGGGAAGAAGGTTTGTAGAAGACAGTAGTAGCAAAGCTGTA  
77454 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  111662  GAAGTGTTATGGAGAAGAGAGGGAAGAAGGTTTGTAGAAGACAGTAGTAGCAAAGCTGTA  
111603 
 
Query  77455   GTAAAAGAACGGAACACGAAGAGATGGATGAGGCAGTGttttttgtttttGCTGAGAAGA  
77514 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  111602  GTAAAAGAACGGAACACGAAGAGATGGATGAGGCAGTGTTTTTTGTTTTTGCTGAGAAGA  
111543 
 
Query  77515   CGCTGTCGTGTCATACTTTGAAATCTACTTTAACCTATAAAAAATCAAATAATTACATGG  
77574 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  111542  CGCTGTCGTGTCATACTTTGAAATCTACTTTAACCTATAAAAAATCAAATAATTACATGG  
111483 
 
Query  77575   GCTAAACACAAAACAGCCTGCGTGCTAGCCAAGTTTTGGTTACTGACTTTATTAGATTGG  
77634 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  111482  GCTAAACACAAAACAGCCTGCGTGCTAGCCAAGTTTTGGTTACTGACTTTATTAGATTGG  
111423 
 
Query  77635   TTTACAGTGGCGTATGATAAAATAAAAACTCAAATATAtttttttctacaattttgtttt  
77694 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  111422  TTTACAGTGGCGTATGATAAAATAAAAACTCAAATATATTTTTTTCTACAATTTTGTTTT  
111363 
 
Query  77695   tttattttgtttttaaaaaaaaTATAAAATATAATTATTTTATTCTTCATTCATAAGACA  
77754 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  111362  TTTATTTTGTTTTTAAAAAAAATATAAAATATAATTATTTTATTCTTCATTCATAAGACA  
111303 
 
Query  77755   GGataaataataatttaaacaataaaaaaattacaaagataaaaataaaaaatactgatt  
77814 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  111302  GGATAAATAATAATTTAAACAATAAAAAAATTACAAAGATAAAAATAAAAAATACTGATT  
111243 
 
Query  77815   taaagaaatcaaaaacatatttaaacctaaaaaataatttataatGTTGTACTACTGGAT  
77874 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  111242  TAAAGAAATCAAAAACATATTTAAACCTAAAAAATAATTTATAATGTTGTACTACTGGAT  
111183 
 
Query  77875   ACAaattttcaagaaattaatattatattttttaccaatatgttaatttattaatttttg  
77934 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  111182  ACAAATTTTCAAGAAATTAATATTATATTTTTTACCAATATGTTAATTTATTAATTTTTG  
111123 
 
263 
 
Query  77935   tttaaaatattaatGGAAGGAATTGAATCCATTACCTTTTCCTCCACTTTTTCCCCTTCA  
77994 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  111122  TTTAAAATATTAATGGAAGGAATTGAATCCATTACCTTTTCCTCCACTTTTTCCCCTTCA  
111063 
 
Query  77995   CTCATTCCttttttttAATTGACTATATATGATAATGCAAGGTTGATTGTTTTCACTGtt  
78054 
               |||||||||||||||||||||||||||||||||||||||||||| ||||||||||||||| 
Sbjct  111062  CTCATTCCTTTTTTTTAATTGACTATATATGATAATGCAAGGTTTATTGTTTTCACTGTT  
111003 
 
Query  78055   ttttatttttaaaaataaaaataatattaaaaatttataatacatacaaattttgtttaa  
78114 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  111002  TTTTATTTTTAAAAATAAAAATAATATTAAAAATTTATAATACATACAAATTTTGTTTAA  
110943 
 
Query  78115   acaactaaattagattaaaatGTTGGTTGTTAACTGATGAAAATTTGATTTAATAATAAC  
78174 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  110942  ACAACTAAATTAGATTAAAATGTTGGTTGTTAACTGATGAAAATTTGATTTAATAATAAC  
110883 
 
Query  78175   ATATTTCCtttttttAATATATTTAACAGCTTTCTTAAGTTGGTATATTAATATGAATTA  
78234 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  110882  ATATTTCCTTTTTTTAATATATTTAACAGCTTTCTTAAGTTGGTATATTAATATGAATTA  
110823 
 
Query  78235   TTTTTTaaaaaaaGTGAACTTTTAATGCAAGAAAGAGTCTCCCCTTTGTAGTGATaaaaa  
78294 
               ||||| |||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  110822  TTTTTAAAAAAAAGTGAACTTTTAATGCAAGAAAGAGTCTCCCCTTTGTAGTGATAAAAA  
110763 
 
Query  78295   aaaaaaCTGATTGGGTGAAAAATAGGTGAGCTATGGACAAAAAAGAAAATTGATCTTTTG  
78354 
               ||||| |||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  110762  AAAAA-CTGATTGGGTGAAAAATAGGTGAGCTATGGACAAAAAAGAAAATTGATCTTTTG  
110704 
 
Query  78355   ATACAAGAAAGAGTCTTTCTTTGGTTTTTCGCTGGATATAATATTTATGTGTGCTGCCAA  
78414 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  110703  ATACAAGAAAGAGTCTTTCTTTGGTTTTTCGCTGGATATAATATTTATGTGTGCTGCCAA  
110644 
 
Query  78415   Aatatatatatatatatatatatatgtatatat---------------------------  
78447 
               ||||||||||||||||||||||||| |||||||                            
Sbjct  110643  AATATATATATATATATATATATATATATATATATATATATATATATATATATATATATA  
110584 
 
Query  78448   ---------------gtatatatGTGTGTCGTACATGTTTATTTCAATGTGAAAAATATG  
78492 
                              ||||||||||||||||||||||||||||||||||||||||||||| 
264 
 
Sbjct  110583  TATATATATATGTATGTATATATGTGTGTCGTACATGTTTATTTCAATGTGAAAAATATG  
110524 
 
Query  78493   TTACGAAATGaaatttttatttttttaaattaattataaattatttatttcaaacaatat  
78552 
               ||||||||||||||| |||||||||| ||||||||||||||||||||||||||||||||| 
Sbjct  110523  TTACGAAATGAAATTATTATTTTTTTTAATTAATTATAAATTATTTATTTCAAACAATAT  
110464 
 
Query  78553   ttaaaaataatatatctattttggtaaatgaaaaataaaatGTGAATTTGTTTATTAAGA  
78612 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  110463  TTAAAAATAATATATCTATTTTGGTAAATGAAAAATAAAATGTGAATTTGTTTATTAAGA  
110404 
 
Query  78613   TTAACATATTACTTGTTGAAAAAATAAAATATATTAACATTTGTAATTTGTTTGAAAAAA  
78672 
               ||||||||||| |||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  110403  TTAACATATTAATTGTTGAAAAAATAAAATATATTAACATTTGTAATTTGTTTGAAAAAA  
110344 
 
Query  78673   TTTATCAAACACTTACCCCCTATTTGATTTGTtaaaaatatgatattagacaagataaaa  
78732 
               |||||||||||||||| ||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  110343  TTTATCAAACACTTACACCCTATTTGATTTGTTAAAAATATGATATTAGACAAGATAAAA  
110284 
 
Query  78733   aataagataggataaagataaatgacaaaatGTTTTTTATCTTATATATTATTCAACaaa  
78792 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  110283  AATAAGATAGGATAAAGATAAATGACAAAATGTTTTTTATCTTATATATTATTCAACAAA  
110224 
 
Query  78793   taatgaacaatacaaataaaataataaaaaaattattaaaatacctaatattaattatgt  
78852 
               ||||||||||||||||||||||||||||||| |||||||||||||||||||||||||||| 
Sbjct  110223  TAATGAACAATACAAATAAAATAATAAAAAA-TTATTAAAATACCTAATATTAATTATGT  
110165 
 
Query  78853   taatatGATTTACATCAAATTAAATCTGTTTACCAAAATAAAACGAGAGAAATTAGAATT  
78912 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  110164  TAATATGATTTACATCAAATTAAATCTGTTTACCAAAATAAAACGAGAGAAATTAGAATT  
110105 
 
Query  78913   AAAAATTTGATGTTTCCTTTTTAAAAGAATTACATTGTTAAGttaatatttttggttatt  
78972 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  110104  AAAAATTTGATGTTTCCTTTTTAAAAGAATTACATTGTTAAGTTAATATTTTTGGTTATT  
110045 
 
Query  78973   aaagaaatatcaatattgatatatatatactattttaatattttatatttGAAACAAAAA  
79032 
               |||||||||||||||||||||||||||  ||||||||||||||||||||||||||||||| 
Sbjct  110044  AAAGAAATATCAATATTGATATATATA--CTATTTTAATATTTTATATTTGAAACAAAAA  
109987 
 
265 
 
Query  79033   GTTATCCGTGATTTTTTGAATAATaaaaaaaaaaTTTACCATATCCTAATATGTTCCATA  
79092 
               ||||||||||||||||||||||||||||||||| |||||||||||||||||||||||||| 
Sbjct  109986  GTTATCCGTGATTTTTTGAATAATAAAAAAAAATTTTACCATATCCTAATATGTTCCATA  
109927 
 
Query  79093   TGTATTATAGTTTTTTGCGAATCAAACAAAACTCTTAAAGTTTGTTTGGTGGTAAGAAAT  
79152 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  109926  TGTATTATAGTTTTTTGCGAATCAAACAAAACTCTTAAAGTTTGTTTGGTGGTAAGAAAT  
109867 
 
Query  79153   GGACCAGATGAGAATCATGCATTGATAGAATATGATAATTATCATATTTTGATATAATTT  
79212 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  109866  GGACCAGATGAGAATCATGCATTGATAGAATATGATAATTATCATATTTTGATATAATTT  
109807 
 
Query  79213   ATTATTTATTGTGGCCATAGGATAGTGCTTATCCTAGCTATCATGTTAAGCTTTATATTA  
79272 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  109806  ATTATTTATTGTGGCCATAGGATAGTGCTTATCCTAGCTATCATGTTAAGCTTTATATTA  
109747 
 
Query  79273   GTACTTCAACAAAAGAAATGTTAAGCtttatattaatttttattttatttttggttataa  
79332 
               |||||||||||||||||||||||||||||||||||||||||||||| ||||||||||||| 
Sbjct  109746  GTACTTCAACAAAAGAAATGTTAAGCTTTATATTAATTTTTATTTT-TTTTTGGTTATAA  
109688 
 
Query  79333   ttttcataaaaagttttgttgttccttctttttaagatttttcattttaatgtgttgtaa  
79392 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  109687  TTTTCATAAAAAGTTTTGTTGTTCCTTCTTTTTAAGATTTTTCATTTTAATGTGTTGTAA  
109628 
 
Query  79393   attttGATATATGGTTTAAGATACTCATTCACTTAAATAAATATTATTTTGCTATTTATC  
79452 
               ||||||||||||||||||||||||||||||| |||||||||||||||||||||||||||| 
Sbjct  109627  ATTTTGATATATGGTTTAAGATACTCATTCAGTTAAATAAATATTATTTTGCTATTTATC  
109568 
 
Query  79453   TCTTAAAATATTTTCTCTTTCTTATAATGTTAGTACGTATTTTTCTATTGCTAACTTCTA  
79512 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  109567  TCTTAAAATATTTTCTCTTTCTTATAATGTTAGTACGTATTTTTCTATTGCTAACTTCTA  
109508 
 
Query  79513   TAAATCATTTTTTGAATTAATTCTCCATAGATTGATATACAACTTCAATTCttttttatt  
79572 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  109507  TAAATCATTTTTTGAATTAATTCTCCATAGATTGATATACAACTTCAATTCTTTTTTATT  
109448 
 
Query  79573   tattttttaaaaattgaaaatgaattgattttcaaatattcatttttttt-ATAGAAATC  
79631 
               ||||||||||| |||||||||||||||||||||||||||||||||||||| ||||||||| 
266 
 
Sbjct  109447  TATTTTTTAAAGATTGAAAATGAATTGATTTTCAAATATTCATTTTTTTTTATAGAAATC  
109388 
 
Query  79632   GGGAATATGTATATGACCTCACTTTTTATTTATTATAGACTTATCGTCAAtttttttACA  
79691 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||| | 
Sbjct  109387  GGGAATATGTATATGACCTCACTTTTTATTTATTATAGACTTATCGTCAATTTTTTTAGA  
109328 
 
Query  79692   CAATTGTTTTTTATCTCATCACCTGatttcacttttatttcatttatgcttccttcattt  
79751 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  109327  CAATTGTTTTTTATCTCATCACCTGATTTCACTTTTATTTCATTTATGCTTCCTTCATTT  
109268 
 
Query  79752   tctattgagatttattatttttcacatcttttttttt-CAATTTCCATATATTCCCCCCT  
79810 
               ||||||||||||||||||||||||||||||||||||| |||||||||||||||||||||| 
Sbjct  109267  TCTATTGAGATTTATTATTTTTCACATCTTTTTTTTTTCAATTTCCATATATTCCCCCCT  
109208 
 
Query  79811   ATATATGTATTGTCTCATGCTCCACTTGTTTCCTCCTAGCCTTTGATAACTTAGTGgata  
79870 
               ||||||||||||||||||| |||||||||||||||||||||||| ||||||||||||||| 
Sbjct  109207  ATATATGTATTGTCTCATGGTCCACTTGTTTCCTCCTAGCCTTTAATAACTTAGTGGATA  
109148 
 
Query  79871   tattggattaagattttaaaagattttaaaatattttttatataaaaaagtcttatggta  
79930 
               |||||||||||||||| |||||||||||||||| |||||||||||||||||||||||||| 
Sbjct  109147  TATTGGATTAAGATTTGAAAAGATTTTAAAATAATTTTTATATAAAAAAGTCTTATGGTA  
109088 
 
Query  79931   ttcaattaaaacatttaagattttttaagaaaaataataaaattttgtgatattcaatta  
79990 
               ||||||||||||||||||||||||||||||||||||||||||||| ||| |||||||||| 
Sbjct  109087  TTCAATTAAAACATTTAAGATTTTTTAAGAAAAATAATAAAATTTGGTGGTATTCAATTA  
109028 
 
Query  79991   taattttttataacttataaaaaagtcttttaatatttaaaaatatacaaattttGATGC  
80050 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  109027  TAATTTTTTATAACTTATAAAAAAGTCTTTTAATATTTAAAAATATACAAATTTTGATGC  
108968 
 
Query  80051   ATTATTTTTTAAGAATGATTTGGATGAATTTCATCTAATTTTTTAATATAAAACATCAAT  
80110 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  108967  ATTATTTTTTAAGAATGATTTGGATGAATTTCATCTAATTTTTTAATATAAAACATCAAT  
108908 
 
Query  80111   TAAACAACCCCACGCAAA-CAATT-AAGattttgttagatttttctcttttttt---cta  
80165 
               ||||||||||||| |    | ||| ||   ||||   |||||||||||||||||   ||| 
Sbjct  108907  TAAACAACCCCACACTTTTCTATTGAATGATTTGAATGATTTTTCTCTTTTTTTTTTCTA  
108848 
 
267 
 
Query  80166   ttgattaccacacttttttttt-cttttATCACACATATCTTCTTATCTATTTAATGTTC  
80224 
               |||||||||||||||||||||| ||||||||||||||||||| ||||||||||||||||| 
Sbjct  108847  TTGATTACCACACTTTTTTTTTTCTTTTATCACACATATCTTTTTATCTATTTAATGTTC  
108788 
 
Query  80225   TTCAAGATGCAAGCACCATATATATTTCTCTTATTCTTTTGAAATAAAAAATGTCAAATA  
80284 
                ||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  108787  ATCAAGATGCAAGCACCATATATATTTCTCTTATTCTTTTGAAATAAAAAATGTCAAATA  
108728 
 
Query  80285   TATGTCTCCCCTCTACACTTTTTCCTTTGTTTTTTAAATTAAATTAATGTTTATCTTATG  
80344 
               ||||||||||||||||||||||| |||||||||||||||||||||||||||||||||||| 
Sbjct  108727  TATGTCTCCCCTCTACACTTTTTTCTTTGTTTTTTAAATTAAATTAATGTTTATCTTATG  
108668 
 
Query  80345   TGTCAAGACTAATCATGTTTTTT--CTTATGATGAGTTTTATTGATTATGTTTATAACTT  
80402 
               |||||||||||||||||||||||  |||||||||||||||| |||||||||||||||||| 
Sbjct  108667  TGTCAAGACTAATCATGTTTTTTTTCTTATGATGAGTTTTAGTGATTATGTTTATAACTT  
108608 
 
Query  80403   GCTCAATATAATATTTTCATAAATGTTACTCTTAATTTCATTATCCACATGACTTAATAA  
80462 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  108607  GCTCAATATAATATTTTCATAAATGTTACTCTTAATTTCATTATCCACATGACTTAATAA  
108548 
 
Query  80463   CTCTTGTACCAATTTCACACTCttattactcttttttagtatatatttattattgcattc  
80522 
               || | ||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  108547  CTGTCGTACCAATTTCACACTCTTATTACTCTTTTTTAGTATATATTTATTATTGCATTC  
108488 
 
Query  80523   cataacatgtcattatatttattatGAAATAATTAGACTAATTaaaaaaaTCAGAAAATC  
80582 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  108487  CATAACATGTCATTATATTTATTATGAAATAATTAGACTAATTAAAAAAATCAGAAAATC  
108428 
 
Query  80583   AATGTATAATTTTAAATCTATTGTTCAAATTCAAAAGTGAGAATGAGAAGATATTATTGC  
80642 
               ||||||||||||||||| |||||||||||||||||||| ||||||||||||||||||||| 
Sbjct  108427  AATGTATAATTTTAAATTTATTGTTCAAATTCAAAAGTAAGAATGAGAAGATATTATTGC  
108368 
 
Query  80643   ATGAAAGGTTAATATAGGAGAATATAAAGTTAGAATCAATATGCTATTGAAAGATTaaaa  
80702 
               ||||||||||||||||||||||||||||||||||||||||||| |||||||||||||||| 
Sbjct  108367  ATGAAAGGTTAATATAGGAGAATATAAAGTTAGAATCAATATGTTATTGAAAGATTAAAA  
108308 
 
Query  80703   aaaTTGttttgattttactttttttatccaaatctcattattttttgttattttcttcat  
80762 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
268 
 
Sbjct  108307  AAATTGTTTTGATTTTACTTTTTTTATCCAAATCTCATTATTTTTTGTTATTTTCTTCAT  
108248 
 
Query  80763   taattattgtaattttgaatgtgattttaaaaattcatataattcttttaaatcttataa  
80822 
               ||||||||||||||||||||||||||||||||||||||||||||||||||||| |||||| 
Sbjct  108247  TAATTATTGTAATTTTGAATGTGATTTTAAAAATTCATATAATTCTTTTAAATTTTATAA  
108188 
 
Query  80823   atttttttaaaaaaatttaagtcttttaaattcttatcatataaatttattaaaattaaa  
80882 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  108187  ATTTTTTTAAAAAAATTTAAGTCTTTTAAATTCTTATCATATAAATTTATTAAAATTAAA  
108128 
 
Query  80883   actattataaaaatcttgtaaaaaa-tataataagtcataataCTTCTACATCATTTTTA  
80941 
               |||||||||||||| |||||||||| |||||||||||||||||||||||||| ||||||| 
Sbjct  108127  ACTATTATAAAAATTTTGTAAAAAAATATAATAAGTCATAATACTTCTACATAATTTTTA  
108068 
 
Query  80942   AAATTCATATAACCTTTTATATTAAAATAATCTTTTAAAATTCTAATCCAATATATCCCT  
81001 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||| ||| 
Sbjct  108067  AAATTCATATAACCTTTTATATTAAAATAATCTTTTAAAATTCTAATCCAATATATTCCT  
108008 
 
Query  81002   TTAGCCTCCTTTAATAGTATTTTACTTCTCGGACGGTGTTCAGCTTAAACATCCTCAACA  
81061 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  108007  TTAGCCTCCTTTAATAGTATTTTACTTCTCGGACGGTGTTCAGCTTAAACATCCTCAACA  
107948 
 
Query  81062   TTGCTGACAAAACCTTGTCAAAAATTGTAAGACGAGTAGTATCCTAACTAGCTGTAATAA  
81121 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  107947  TTGCTGACAAAACCTTGTCAAAAATTGTAAGACGAGTAGTATCCTAACTAGCTGTAATAA  
107888 
 
Query  81122   ATTTGGATCAAATTGCAAAATTATGTCGTACAATCAAGGATTGAGATGCTGGTATATATA  
81181 
               |||||||||||||||||||||||| ||||||||||||||||||||||||||||||||||| 
Sbjct  107887  ATTTGGATCAAATTGCAAAATTATATCGTACAATCAAGGATTGAGATGCTGGTATATATA  
107828 
 
Query  81182   TAAGCTGGAAGAAATTGCTAATTCCCAGAATCAAGGAATGAGTTGCTGCTGTAATAATTA  
81241 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  107827  TAAGCTGGAAGAAATTGCTAATTCCCAGAATCAAGGAATGAGTTGCTGCTGTAATAATTA  
107768 
 
Query  81242   ATGCCACATAATCTGTTATTATTCTAATTCATTGTATATTATTGTACAGCTACGTACACA  
81301 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  107767  ATGCCACATAATCTGTTATTATTCTAATTCATTGTATATTATTGTACAGCTACGTACACA  
107708 
 
269 
 
Query  81302   GAAATGTCTTGCTTGACCGCACGACCGAGTTCAGCCTCAAGTTGCCTTTAGTTTGACACC  
81361 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  107707  GAAATGTCTTGCTTGACCGCACGACCGAGTTCAGCCTCAAGTTGCCTTTAGTTTGACACC  
107648 
 
Query  81362   AGCTCAATGAAAGCAGTTTTGTGCTTCCTTCATTACAAGGATTAATGCGATGTTGAGCTT  
81421 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  107647  AGCTCAATGAAAGCAGTTTTGTGCTTCCTTCATTACAAGGATTAATGCGATGTTGAGCTT  
107588 
 
Query  81422   TCCACCTAGCTAGCAAATTCTCTCATTTTCTCCTCTTGTTTCCACTAAAGCTTCCATGTC  
81481 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  107587  TCCACCTAGCTAGCAAATTCTCTCATTTTCTCCTCTTGTTTCCACTAAAGCTTCCATGTC  
107528 
 
Query  81482   CTTCGATCAATTTCTGATTTGATTTAGAAATAACTGATCACT--ACAGAACCCAAATCTG  
81539 
               |||||||||||||||| |||||||||||||||||||||||||  |||||||||||||||| 
Sbjct  107527  CTTCGATCAATTTCTGGTTTGATTTAGAAATAACTGATCACTTAACAGAACCCAAATCTG  
107468 
 
Query  81540   CCGGTGGATTATATAT----CCTTCTTTCACTCAGCTAGTATTAAGAAAAAACTACCCTC  
81595 
               ||||||||||||||||    |||||||||||||||||||||||||||||||||||||||| 
Sbjct  107467  CCGGTGGATTATATATATATCCTTCTTTCACTCAGCTAGTATTAAGAAAAAACTACCCTC  
107408 
 
Query  81596   AATCAAGTAGGGAAACTTTCTGAAAAAATTGCTTGACATAGAGAATGGATACTTTTTGAA  
81655 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  107407  AATCAAGTAGGGAAACTTTCTGAAAAAATTGCTTGACATAGAGAATGGATACTTTTTGAA  
107348 
 
Query  81656   AAGATTGCTGACAATCCTACAGACATGTCCACCTTTAACTCTTCTTGAAGATCAAAAGAG  
81715 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  107347  AAGATTGCTGACAATCCTACAGACATGTCCACCTTTAACTCTTCTTGAAGATCAAAAGAG  
107288 
 
Query  81716   TGAAAACTTCAAGCTAATATCATTAAACAAACCCTACACGGGAGGGAACCCATAAAGTAG  
81775 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  107287  TGAAAACTTCAAGCTAATATCATTAAACAAACCCTACACGGGAGGGAACCCATAAAGTAG  
107228 
 
Query  81776   CTCAACAGTTAATGTATGAAATGTAACATGCaaaaaaaaaTAAAATTGAGTTGATTATTG  
81835 
               |||||||||||||||||||||||||||||||||||||||| ||||||||||||||||||| 
Sbjct  107227  CTCAACAGTTAATGTATGAAATGTAACATGCAAAAAAAAA-AAAATTGAGTTGATTATTG  
107169 
 
Query  81836   TTGAATTAGTCTGGGACTTTAAGTTAGGTTTTGTTTAGGTACGAAGAGATTTTAATTTTG  
81895 
               ||||||||||||||||||||||||||||||||||||||||||||||| |||||||||||| 
270 
 
Sbjct  107168  TTGAATTAGTCTGGGACTTTAAGTTAGGTTTTGTTTAGGTACGAAGAAATTTTAATTTTG  
107109 
 
Query  81896   TTCGACAACCAAGTAAATATGTATAGTGACTCAAGCACAAATTTaaaaaaaaaaaaaaaa  
81955 
               |||||||||||||||||||||||||||||||||||||||||||     |||||||||||| 
Sbjct  107108  TTCGACAACCAAGTAAATATGTATAGTGACTCAAGCACAAATT-----AAAAAAAAAAAA  
107054 
 
Query  81956   aGATAAGCCAAGAGATCATGAGATTAAGAAACTAGCTAGGTTACTTAGTACTTACCCTAT  
82015 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  107053  AGATAAGCCAAGAGATCATGAGATTAAGAAACTAGCTAGGTTACTTAGTACTTACCCTAT  
106994 
 
Query  82016   AAAAATCAAAAGTATAACTGAAAAATTGGACTACTGGAATGACAAGCTCCTCCTTCCGCA  
82075 
               ||||||||||||||||||||||||||||||||||||||||||||||||||| |||||||| 
Sbjct  106993  AAAAATCAAAAGTATAACTGAAAAATTGGACTACTGGAATGACAAGCTCCTGCTTCCGCA  
106934 
 
Query  82076   ATTGACTACATTGGGTGATTTCTCaaaaaaaaaaaaaaaaaaCTACATTTGCTGATGATT  
82135 
               ||||| |||||||||||||||||||||||||||||||||   |||||||||||||||||| 
Sbjct  106933  ATTGAATACATTGGGTGATTTCTCAAAAAAAAAAAAAAA---CTACATTTGCTGATGATT  
106877 
 
Query  82136   CTTTGCCCAACGATTTAAAAAATTTAATTTGTACCGCTAAGTGTCTCACTAGAGCTTTTA  
82195 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  106876  CTTTGCCCAACGATTTAAAAAATTTAATTTGTACCGCTAAGTGTCTCACTAGAGCTTTTA  
106817 
 
Query  82196   AGATGATTATAAATACATATTTGTGGTTTTGGAATTATTGTCATCAAGAATCCATGCACA  
82255 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  106816  AGATGATTATAAATACATATTTGTGGTTTTGGAATTATTGTCATCAAGAATCCATGCACA  
106757 
 
Query  82256   TACTGTTGTATATTTTGATTGACATTTCAACAGGTTTAATACCTGTGattaaataattta  
82315 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  106756  TACTGTTGTATATTTTGATTGACATTTCAACAGGTTTAATACCTGTGATTAAATAATTTA  
106697 
 
Query  82316   gaaaatattttttaaaaataatttattgctcataaaaagaaataattaTCTTAGACTTAA  
82375 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  106696  GAAAATATTTTTTAAAAATAATTTATTGCTCATAAAAAGAAATAATTATCTTAGACTTAA  
106637 
 
Query  82376   TCTTGTTGACTTTTAGACGGAGTCTCATCTAATTCTTAACTTAGTCTCAAGTGACTTTCA  
82435 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  106636  TCTTGTTGACTTTTAGACGGAGTCTCATCTAATTCTTAACTTAGTCTCAAGTGACTTTCA  
106577 
 
271 
 
Query  82436   TTATAAATATAACTTTTCAAAAGGTTTTTAAATATTAATCTCTCCAGATCCTCTCATTTT  
82495 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  106576  TTATAAATATAACTTTTCAAAAGGTTTTTAAATATTAATCTCTCCAGATCCTCTCATTTT  
106517 
 
Query  82496   TCTTTGTGTGAGTTTCTGAATTAGTCTCACTAAAAATTTATTAGGATGGGTTTATTAATA  
82555 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  106516  TCTTTGTGTGAGTTTCTGAATTAGTCTCACTAAAAATTTATTAGGATGGGTTTATTAATA  
106457 
 
Query  82556   TATTATTGAGGACTTGCTTATTTATTACGTAAATAAATCTTTAAGAATACTTTGAATTCA  
82615 
               || ||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  106456  TACTATTGAGGACTTGCTTATTTATTACGTAAATAAATCTTTAAGAATACTTTGAATTCA  
106397 
 
Query  82616   CGTGTCTCAAACTTAATTTATTAATGTTTATATATGTTCATAGATCATAATTTATGAATT  
82675 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  106396  CGTGTCTCAAACTTAATTTATTAATGTTTATATATGTTCATAGATCATAATTTATGAATT  
106337 
 
Query  82676   TGTGATTTGTGATTGATCATAATTGTGATAATGTACGGGCGGTGTGAACAACACATATAT  
82735 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  106336  TGTGATTTGTGATTGATCATAATTGTGATAATGTACGGGCGGTGTGAACAACACATATAT  
106277 
 
Query  82736   TGCCTTGCCTTAAAAATTGCGGACCAATCATAGGCATAAAAAACATG--AGAATTCCTTG  
82793 
               |||||||||||||||||||||||||||||||||||||||||||||||  ||||||||||| 
Sbjct  106276  TGCCTTGCCTTAAAAATTGCGGACCAATCATAGGCATAAAAAACATGCGAGAATTCCTTG  
106217 
 
Query  82794   Gaaaaaaaaaaaa--CATGCGAGAAAAACTCGTACATATATGTACCACAAAGCTCCAACG  
82851 
               |||||||||||||  ||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  106216  GAAAAAAAAAAAAAACATGCGAGAAAAACTCGTACATATATGTACCACAAAGCTCCAACG  
106157 
 
Query  82852   TAATTGTTAGGCGCCGCGCACTCACACGTACGCTTTACTCCAATAGGCCATTAAGGGTAG  
82911 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  106156  TAATTGTTAGGCGCCGCGCACTCACACGTACGCTTTACTCCAATAGGCCATTAAGGGTAG  
106097 
 
Query  82912   GGATTCATTGATTGATATATCGATCTTCTTTCCTGCGCATCTTTCAACTGTTGAGTCATG  
82971 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  106096  GGATTCATTGATTGATATATCGATCTTCTTTCCTGCGCATCTTTCAACTGTTGAGTCATG  
106037 
 
Query  82972   CATCAAATGATTGGTTCATATTTTTGGTTTTTAAAACTCCAACTAATCCGACCTGTATAA  
83031 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
272 
 
Sbjct  106036  CATCAAATGATTGGTTCATATTTTTGGTTTTTAAAACTCCAACTAATCCGACCTGTATAA  
105977 
 
Query  83032   TTCTTAAATAATTTTAGTAATTTTAATGCAAATCTACGATTATAAAATGAATTAAGTTGT  
83091 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  105976  TTCTTAAATAATTTTAGTAATTTTAATGCAAATCTACGATTATAAAATGAATTAAGTTGT  
105917 
 
Query  83092   ATTTAGTTCATCAAGCTAAGAtttttttAAACAAGAAATATAAATTGTTTGACAACTTTT  
83151 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  105916  ATTTAGTTCATCAAGCTAAGATTTTTTTAAACAAGAAATATAAATTGTTTGACAACTTTT  
105857 
 
Query  83152   GTTTCTTGTATCTTAAAAAAGATTACTCAATAGAGAGCGAGGAGATAAATGGGGAAGAGA  
83211 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  105856  GTTTCTTGTATCTTAAAAAAGATTACTCAATAGAGAGCGAGGAGATAAATGGGGAAGAGA  
105797 
 
Query  83212   GAAAAGAAAATCATTTTTaaaaaaaaTTACTCGACtttttgttttaaattatcatttttt  
83271 
               |||||||||||||||||||||||||||||||||| ||||||||||||||||||||||||| 
Sbjct  105796  GAAAAGAAAATCATTTTTAAAAAAAATTACTCGATTTTTTGTTTTAAATTATCATTTTTT  
105737 
 
Query  83272   gttattaaaattaaggtaattagtaggttttcaattaaGAGATTTCTTTTTACAAAATAT  
83331 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  105736  GTTATTAAAATTAAGGTAATTAGTAGGTTTTCAATTAAGAGATTTCTTTTTACAAAATAT  
105677 
 
Query  83332   GTTTCATCTAAGTTCCCATTTCTAAGAAGAAGAAAAATTCAGAAACCGaaaaaaaa-TAG  
83390 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||| ||| 
Sbjct  105676  GTTTCATCTAAGTTCCCATTTCTAAGAAGAAGAAAAATTCAGAAACCGAAAAAAAAATAG  
105617 
 
Query  83391   ATTAAATACTATATAAAAATATACTCTTTTCCTTCCTTTTTAATTGTGGAACttttttta  
83450 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  105616  ATTAAATACTATATAAAAATATACTCTTTTCCTTCCTTTTTAATTGTGGAACTTTTTTTA  
105557 
 
Query  83451   aaaaaatatttttagttatttatcaaatggcattaactatttttttGTCAAATACATGCT  
83510 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  105556  AAAAAATATTTTTAGTTATTTATCAAATGGCATTAACTATTTTTTTGTCAAATACATGCT  
105497 
 
Query  83511   TACATTTCACCTAATTTTTATTTAATTTACATGTGATGGAAAGTGTAGAAATGAAAATGA  
83570 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  105496  TACATTTCACCTAATTTTTATTTAATTTACATGTGATGGAAAGTGTAGAAATGAAAATGA  
105437 
 
273 
 
Query  83571   GTAAAATGAGAAATTTCATAATTAATTATCTTTTGAGGATCAAGAAAAAATGATTATATT  
83630 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  105436  GTAAAATGAGAAATTTCATAATTAATTATCTTTTGAGGATCAAGAAAAAATGATTATATT  
105377 
 
Query  83631   TCTTGATTTTTATATAAttttttttAAAATACAAATAAAAAGAAAGGAAGGGAGTATAAA  
83690 
               ||||||||||||||||| |||||||||||||||||||||||||||||||||||||||||| 
Sbjct  105376  TCTTGATTTTTATATAAATTTTTTTAAAATACAAATAAAAAGAAAGGAAGGGAGTATAAA  
105317 
 
Query  83691   GCAACAATGTAATAATAATCTTTATCAAAATATTTATCTTTTCCTGACGAATTGGGCAAC  
83750 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  105316  GCAACAATGTAATAATAATCTTTATCAAAATATTTATCTTTTCCTGACGAATTGGGCAAC  
105257 
 
Query  83751   ATATTGGACAGTTATATGGCATCCACCATCTAACGTGACAACAACTCATTTTTTAGCAAC  
83810 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  105256  ATATTGGACAGTTATATGGCATCCACCATCTAACGTGACAACAACTCATTTTTTAGCAAC  
105197 
 
Query  83811   ACGCACATGTTATTATTGAAGATATTCCATTTTCGCACATTTTTATTAACTGACTGATAA  
83870 
               ||||||||||||||||||||||||||||||||||||||||||||||||||||||| |||| 
Sbjct  105196  ACGCACATGTTATTATTGAAGATATTCCATTTTCGCACATTTTTATTAACTGACTTATAA  
105137 
 
Query  83871   TTTCTTAAtttttttCAGTTCATCTTTCAATGTTTGAAGCCATGCATCATAAGCATACAA  
83930 
               |||||||||||||| ||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  105136  TTTCTTAATTTTTT-CAGTTCATCTTTCAATGTTTGAAGCCATGCATCATAAGCATACAA  
105078 
 
Query  83931   TAACACATTACAGCTTACTACTAGCTAGTTAGAGACGAACTTAATTAATATTCACCCACA  
83990 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  105077  TAACACATTACAGCTTACTACTAGCTAGTTAGAGACGAACTTAATTAATATTCACCCACA  
105018 
 
Query  83991   TGTGTATGCATAAATTTTTGTCTAACATCATCCACAAATGCCCTCAGATTCTTCTCTGAA  
84050 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  105017  TGTGTATGCATAAATTTTTGTCTAACATCATCCACAAATGCCCTCAGATTCTTCTCTGAA  
104958 
 
Query  84051   GAGCCACCTTCTTTCGCAGCATCCCTAGCCAAAACCTTCCATTTCTTAGCATTCTTTCTA  
84110 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  104957  GAGCCACCTTCTTTCGCAGCATCCCTAGCCAAAACCTTCCATTTCTTAGCATTCTTTCTA  
104898 
 
Query  84111   AATTCACTTGCTCTGTCACCACTCCCCATCACCACATCCAAACATGCCTCAATTTCCTTT  
84170 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
274 
 
Sbjct  104897  AATTCACTTGCTCTGTCACCACTCCCCATCACCACATCCAAACATGCCTCAATTTCCTTT  
104838 
 
Query  84171   CCTTCAACTATCCCATTTGCGTTCACGTGATGATCCACTCTCACCCCTATCTTCCACACA  
84230 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  104837  CCTTCAACTATCCCATTTGCGTTCACGTGATGATCCACTCTCACCCCTATCTTCCACACA  
104778 
 
Query  84231   TCTTCTATGAGCTTCGCATTGGTCATCTGATCAGTCCACTGAGGAAACGCCACCATTGGA  
84290 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  104777  TCTTCTATGAGCTTCGCATTGGTCATCTGATCAGTCCACTGAGGAAACGCCACCATTGGA  
104718 
 
Query  84291   ACCCCAGAAACAAGGCTTTCCATGGTCGAATTCCACCCACAGTGTGTTAAAAAACAACCC  
84350 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  104717  ACCCCAGAAACAAGGCTTTCCATGGTCGAATTCCACCCACAGTGTGTTAAAAAACAACCC  
104658 
 
Query  84351   ACAGAAGAATGCGAAAGAACCTCCACCTGAGAACACCATGTCACTATCTTCCCCCACTTC  
84410 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  104657  ACAGAAGAATGCGAAAGAACCTCCACCTGAGAACACCATGTCACTATCTTCCCCCACTTC  
104598 
 
Query  84411   TCCAATTCCTCTCTGAAACAACAAAGCTCCTCCTCCTCTTCtttttttCCATTAATTACC  
84470 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  104597  TCCAATTCCTCTCTGAAACAACAAAGCTCCTCCTCCTCTTCTTTTTTTCCATTAATTACC  
104538 
 
Query  84471   TTTTCTCTAACGACCCACAAGAATGGACGTCCACAATCTAATAACCCACGTGCAATTTCC  
84530 
               |||||||||||||||||||| ||||||||||||||||||||||||||||||||||||||| 
Sbjct  104537  TTTTCTCTAACGACCCACAAAAATGGACGTCCACAATCTAATAACCCACGTGCAATTTCC  
104478 
 
Query  84531   TCCATTTGTCTCTTAGAAAGCTCAAAGTAGCTACCAAATGAAACGTAAACCACCGAATTC  
84590 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||| | 
Sbjct  104477  TCCATTTGTCTCTTAGAAAGCTCAAAGTAGCTACCAAATGAAACGTAAACCACCGAATCC  
104418 
 
Query  84591   TCTTCCTTTGAGTCAAGCCATTCAACGTAATCATTTGAGACTTGAAAAATGTCCCCACCA  
84650 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  104417  TCTTCCTTTGAGTCAAGCCATTCAACGTAATCATTTGAGACTTGAAAAATGTCCCCACCA  
104358 
 
Query  84651   AACGAAGTATCAGTTGGGTCATTCCCGTCCAAGAACGCAGAAGGAATCAACGGCCCGATG  
84710 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  104357  AACGAAGTATCAGTTGGGTCATTCCCGTCCAAGAACGCAGAAGGAATCAACGGCCCGATG  
104298 
 
275 
 
Query  84711   GGGATCATGTTGATCTTATCAATGGCCCTCAACGCTTCTTCTTCCAAAGCTTCAAAGGTG  
84770 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  104297  GGGATCATGTTGATCTTATCAATGGCCCTCAACGCTTCTTCTTCCAAAGCTTCAAAGGTG  
104238 
 
Query  84771   TTCACAAGCACCGTTGGGTTGGTTTCTAGGTCAAGTTGTTTAATCTGATTCTCAAACGAC  
84830 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  104237  TTCACAAGCACCGTTGGGTTGGTTTCTAGGTCAAGTTGTTTAATCTGATTCTCAAACGAC  
104178 
 
Query  84831   GGGAGAGTAAAAGAAAACACACTCGGTTTCCACAGCAACAAAAACGACGGAACGTCGCGT  
84890 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  104177  GGGAGAGTAAAAGAAAACACACTCGGTTTCCACAGCAACAAAAACGACGGAACGTCGCGT  
104118 
 
Query  84891   GGCGAAAGCGAAAACGACAATCCCGGAAGCACAATGTTCTCTTTGGTTTCGTCGTTGATG  
84950 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  104117  GGCGAAAGCGAAAACGACAATCCCGGAAGCACAATGTTCTCTTTGGTTTCGTCGTTGATG  
104058 
 
Query  84951   AAATCGGCGTAGCCGTGAAAGAAGTGATAAAGAATATCCAAAACCGTGGCGGGTTCGATC  
85010 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  104057  AAATCGGCGTAGCCGTGAAAGAAGTGATAAAGAATATCCAAAACCGTGGCGGGTTCGATC  
103998 
 
Query  85011   CAGAGCAACGCCGTGGGGAGGTAGAATTGGCGCGCCACGTCAGCAACCCAGGGAAGGAGG  
85070 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  103997  CAGAGCAACGCCGTGGGGAGGTAGAATTGGCGCGCCACGTCAGCAACCCAGGGAAGGAGG  
103938 
 
Query  85071   AGGGTGTAGAGCAGGCAAGTGAAAGGGCGGCCCTCGCTGGCGCTGGAGAGGATGAGATTG  
85130 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  103937  AGGGTGTAGAGCAGGCAAGTGAAAGGGCGGCCCTCGCTGGCGCTGGAGAGGATGAGATTG  
103878 
 
Query  85131   GAGAGTAAGTCGGAGGTGCGGTGTTTGAGTTGGGACTCGTAGAGAAAGAAGTCCGAGTCG  
85190 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  103877  GAGAGTAAGTCGGAGGTGCGGTGTTTGAGTTGGGACTCGTAGAGAAAGAAGTCCGAGTCG  
103818 
 
Query  85191   GTGGCGTGGAGGGCGTCGAAGCCGGCGTCGTAGCCGTCGGAGAAGGGGAGGAAGGAGAGG  
85250 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  103817  GTGGCGTGGAGGGCGTCGAAGCCGGCGTCGTAGCCGTCGGAGAAGGGGAGGAAGGAGAGG  
103758 
 
Query  85251   CCGGGGATGGTGGGTTTGTTGGAGATGCGGCGGTAAACGTGGAGAGTGAGGAGAATGGTG  
85310 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
276 
 
Sbjct  103757  CCGGGGATGGTGGGTTTGTTGGAGATGCGGCGGTAAACGTGGAGAGTGAGGAGAATGGTG  
103698 
 
Query  85311   ACGTGCGCGCCCATGGCGATGAGACGCTTGGCGAGTTGGAGGGCAGGGTTTATGTGACTC  
85370 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  103697  ACGTGCGCGCCCATGGCGATGAGACGCTTGGCGAGTTGGAGGGCAGGGTTTATGTGACTC  
103638 
 
Query  85371   TGGGCAGGGTAGGTCACGAGGAGGAAGCGTTGGAGAACCATGAGCTACTTAAACAATGGA  
85430 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  103637  TGGGCAGGGTAGGTCACGAGGAGGAAGCGTTGGAGAACCATGAGCTACTTAAACAATGGA  
103578 
 
Query  85431   TTCAAATGCACTCTTCACTCTTTAGTAGGGGTTGGCTTCTTATAATAATTTTAAAGTAAT  
85490 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  103577  TTCAAATGCACTCTTCACTCTTTAGTAGGGGTTGGCTTCTTATAATAATTTTAAAGTAAT  
103518 
 
Query  85491   TGAGATTTAGAAATAATTTGATTTAATTAGGAAAATATGAGTTTAAAA-GGATGAAAGAA  
85549 
               |||||||||||||||||||||||||||||||||||||||||||||||| ||||||||||| 
Sbjct  103517  TGAGATTTAGAAATAATTTGATTTAATTAGGAAAATATGAGTTTAAAAGGGATGAAAGAA  
103458 
 
Query  85550   AAATGGTGGGAttttttttgtgtgtgtggaaagaaaatagtggttcaaataaaggaaggt  
85609 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  103457  AAATGGTGGGATTTTTTTTGTGTGTGTGGAAAGAAAATAGTGGTTCAAATAAAGGAAGGT  
103398 
 
Query  85610   gaaaaagaggaaaaaaaaCCTTTAACTATATAATGCATAAAAATGTGTTCTTCAATTATT  
85669 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  103397  GAAAAAGAGGAAAAAAAACCTTTAACTATATAATGCATAAAAATGTGTTCTTCAATTATT  
103338 
 
Query  85670   TTGAAATATACTCTCAAATGATTTCTAACAAAAACtttatctttttattattttttatAA  
85729 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  103337  TTGAAATATACTCTCAAATGATTTCTAACAAAAACTTTATCTTTTTATTATTTTTTATAA  
103278 
 
Query  85730   CCAATATTAAGAGCAATGGTTAACATCAGCACCGGTTGAGTCAAGTGGAAGAGATTAACT  
85789 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||| | 
Sbjct  103277  CCAATATTAAGAGCAATGGTTAACATCAGCACCGGTTGAGTCAAGTGGAAGAGATTAATT  
103218 
 
Query  85790   TTTCACTAAGTGATGAATCAATGTTTGAATATTCATTTAAAGGGGTGACATTTAGTGTCC  
85849 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  103217  TTTCACTAAGTGATGAATCAATGTTTGAATATTCATTTAAAGGGGTGACATTTAGTGTCC  
103158 
 
277 
 
Query  85850   TAATGTACATTAGGCCTTTGAAAGAGAAGACTTGTGGGGGGAAAACATTAATTAACAAGA  
85909 
               |||||||||||||||||||||||||||||||||||||||| ||||||||||||||||||| 
Sbjct  103157  TAATGTACATTAGGCCTTTGAAAGAGAAGACTTGTGGGGGAAAAACATTAATTAACAAGA  
103098 
 
Query  85910   TCCTTAATATTAATAAAATTTTAAATGCATTTCTTAATTAATATGTCATTAACTCATTGC  
85969 
               ||||||||||||||||||||||||||||||||||||||||  |||||||||||||||||| 
Sbjct  103097  TCCTTAATATTAATAAAATTTTAAATGCATTTCTTAATTA--ATGTCATTAACTCATTGC  
103040 
 
Query  85970   TTTATTTTAATAGCATTTGAAAATAAATTAAAGTGGCCGGTACAATATTTTTAATGAAAA  
86029 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  103039  TTTATTTTAATAGCATTTGAAAATAAATTAAAGTGGCCGGTACAATATTTTTAATGAAAA  
102980 
 
Query  86030   ATTAATAATGAATGAGCAAGTTCTTTTAACTATTTAAAAAATGAGGTTAATTGCTAGTAC  
86089 
               ||||||||||||||||||||||||||||||||||| |||||||||||||||||||||||| 
Sbjct  102979  ATTAATAATGAATGAGCAAGTTCTTTTAACTATTTTAAAAATGAGGTTAATTGCTAGTAC  
102920 
 
Query  86090   TACGTATTATTAGTGTAATATTTTTTACATTATCAAACAATCATAACATATTGGCATCAA  
86149 
               |||| ||||||||| ||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  102919  TACGCATTATTAGTCTAATATTTTTTACATTATCAAACAATCATAACATATTGGCATCAA  
102860 
 
Query  86150   AAATAAAACAAATCATATTAGAAGAGAAATATATATTTTGTGTGTGTTCACTGTCCAAAA  
86209 
               ||||||||||||||||||||||||| |||||||||||||||||||||| ||||||||||| 
Sbjct  102859  AAATAAAACAAATCATATTAGAAGAAAAATATATATTTTGTGTGTGTTTACTGTCCAAAA  
102800 
 
Query  86210   CCAAAATTTGTTAAAAGGATAAAAGAAAAATGATGGAttttttttt-tGTGTAgaaagaa  
86268 
               |||||||||||||||||||||||||||||||||||||||||||||| ||||||||||||| 
Sbjct  102799  CCAAAATTTGTTAAAAGGATAAAAGAAAAATGATGGATTTTTTTTTGTGTGTAGAAAGAA  
102740 
 
Query  86269   aatagtggttaaaataaaggaagtgaaaaaaggaaaacaaa---actttaactatataat  
86325 
               |||||||||||||||| |||||||||||||||||||| |||   |||||||||||||||| 
Sbjct  102739  AATAGTGGTTAAAATAGAGGAAGTGAAAAAAGGAAAAAAAAAACACTTTAACTATATAAT  
102680 
 
Query  86326   gcataaaaaTGTATTCTTCAATTATTTTAAAATATACTCGCAAATGATTTCTAACAAAAA  
86385 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  102679  GCATAAAAATGTATTCTTCAATTATTTTAAAATATACTCGCAAATGATTTCTAACAAAAA  
102620 
 
Query  86386   CTTTATCTTTCTAGTA--TTTTTTATAATCAATGTACTAAGAGCAATGATTAGCATCGAT  
86443 
               ||||||||||||||||  |||||||||||||||||||||||||||||||||| ||||||| 
278 
 
Sbjct  102619  CTTTATCTTTCTAGTATTTTTTTTATAATCAATGTACTAAGAGCAATGATTAACATCGAT  
102560 
 
Query  86444   ACAGCTTAGGTTGAGTAAAAGAGATTAGTTTTTCACTACATGATGAATCAATATGTGAAT  
86503 
               |||| ||||||||||||||||||||||||||||||||||||||||||||||||| ||||| 
Sbjct  102559  ACAGGTTAGGTTGAGTAAAAGAGATTAGTTTTTCACTACATGATGAATCAATATTTGAAT  
102500 
 
Query  86504   GTTCTTTTGAAGTGGTGACATTTAGCGTCCTAGTGTACCTTCAGGATTACCCGCAGACTT  
86563 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  102499  GTTCTTTTGAAGTGGTGACATTTAGCGTCCTAGTGTACCTTCAGGATTACCCGCAGACTT  
102440 
 
Query  86564   GTGGGG-aaaaaacattaattaataagatccttaatattaataaatttttaaatgcattt  
86622 
               |||||| ||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  102439  GTGGGGAAAAAAACATTAATTAATAAGATCCTTAATATTAATAAATTTTTAAATGCATTT  
102380 
 
Query  86623   cttaattaatatttcattaactcattgttttattttaatGGCATTTGAAAACAAATTAAA  
86682 
               ||||||||||||||||||||||||||||||||||||||||||||||||||| |||||||| 
Sbjct  102379  CTTAATTAATATTTCATTAACTCATTGTTTTATTTTAATGGCATTTGAAAATAAATTAAA  
102320 
 
Query  86683   GTGGCCGGTACAATACTTTTAATGAATATTTAATAATAAATTAGCAAATTCTTCTAACTA  
86742 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  102319  GTGGCCGGTACAATACTTTTAATGAATATTTAATAATAAATTAGCAAATTCTTCTAACTA  
102260 
 
Query  86743   TTTAAAAATGAGGTTAATTAATACTACCACATATTATTAGTGTAACATTTTTTACACGAA  
86802 
               |||||||| |||||||||| |||||| ||||||||||||||||||||||||||||||||| 
Sbjct  102259  TTTAAAAACGAGGTTAATTGATACTAGCACATATTATTAGTGTAACATTTTTTACACGAA  
102200 
 
Query  86803   CAATCAAGTACGTTGGCACGTGAAATAAAACAAAATTAGGAGAAAAATATACGAAAATTT  
86862 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  102199  CAATCAAGTACGTTGGCACGTGAAATAAAACAAAATTAGGAGAAAAATATACGAAAATTT  
102140 
 
Query  86863   ATCACTACTTAGTTCCTGTTGGATTATTTTGTAATAATACTATGATAAAATAAATCACAA  
86922 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  102139  ATCACTACTTAGTTCCTGTTGGATTATTTTGTAATAATACTATGATAAAATAAATCACAA  
102080 
 
Query  86923   TTAATGGTATATGTAATTTTTAATCCGAACTTTTTAAATATGTGATATTTTGTAATTGAT  
86982 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  102079  TTAATGGTATATGTAATTTTTAATCCGAACTTTTTAAATATGTGATATTTTGTAATTGAT  
102020 
 
279 
 
Query  86983   GGGCTGTGTAAAATATATTTACACTATTAGTATATACCAGTTAAATCTTTAACAATTTTA  
87042 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  102019  GGGCTGTGTAAAATATATTTACACTATTAGTATATACCAGTTAAATCTTTAACAATTTTA  
101960 
 
Query  87043   ATATTGAATAGAGTAAGTTTTATATGTCATGTaaaaaaaaaGTCttatattttttattta  
87102 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  101959  ATATTGAATAGAGTAAGTTTTATATGTCATGTAAAAAAAAAGTCTTATATTTTTTATTTA  
101900 
 
Query  87103   tagaaaatgctttagttttaattatatattttttaattttcttttttaGTCAATATCTTA  
87162 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  101899  TAGAAAATGCTTTAGTTTTAATTATATATTTTTTAATTTTCTTTTTTAGTCAATATCTTA  
101840 
 
Query  87163   ATACTTGCTAACGCATCTTCCACATCTTAAATATAAAATTAAATATATAAAACATTAAAT  
87222 
               ||||||||||||||||||||||||| |||||||||||||||||||||||||||||||||| 
Sbjct  101839  ATACTTGCTAACGCATCTTCCACATTTTAAATATAAAATTAAATATATAAAACATTAAAT  
101780 
 
Query  87223   CGTATAATTGtttttttGtataatctattataattataatataataaattaaacattaat  
87282 
               ||||||||||  |||||||||||||||||||||||||||||||||||||||||||| ||| 
Sbjct  101779  CGTATAATTG-CTTTTTGTATAATCTATTATAATTATAATATAATAAATTAAACATGAAT  
101721 
 
Query  87283   taatagattaatcattaacattaatGATGAAGGGTTTGGATCattttttaataaaataat  
87342 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  101720  TAATAGATTAATCATTAACATTAATGATGAAGGGTTTGGATCATTTTTTAATAAAATAAT  
101661 
 
Query  87343   tattttttatgta-ttttttcttaaaaatagaaaaatgtcttgttaataaataaatcata  
87401 
               ||||||||||||| |||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  101660  TATTTTTTATGTATTTTTTTCTTAAAAATAGAAAAATGTCTTGTTAATAAATAAATCATA  
101601 
 
Query  87402   tttacttctttaaaaaaa----TTAGAA-ttttttttAAGTTTAAACTATGTAACCTTCT  
87456 
               |||||||||| ||||| |    |||||| |||||||||||||||||| | |||||||| | 
Sbjct  101600  TTTACTTCTTAAAAAATATTTTTTAGAATTTTTTTTTAAGTTTAAACAAAGTAACCTTTT  
101541 
 
Query  87457   ATATTCAAACTTTCATTTTGTCAATCTATGCaaaaaaaaaaaaaaaaTCAATGCGGTTTT  
87516 
               |||||||||||||||||||||||||||||||    |||||||||||||||||| |||||| 
Sbjct  101540  ATATTCAAACTTTCATTTTGTCAATCTATGC----AAAAAAAAAAAATCAATGTGGTTTT  
101485 
 
Query  87517   AGTACGAATTATTTTAAATATTGATTTTGTAATGACAAGGACAAAAAGAGATCCAAAAAG  
87576 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
280 
 
Sbjct  101484  AGTACGAATTATTTTAAATATTGATTTTGTAATGACAAGGACAAAAAGAGATCCAAAAAG  
101425 
 
Query  87577   AATTCTTCATGGACTAATTAAATGTGGTCATTCAAAGCTAAATTTTGTATAATTATAATA  
87636 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||| | 
Sbjct  101424  AATTCTTCATGGACTAATTAAATGTGGTCATTCAAAGCTAAATTTTGTATAATTATAAGA  
101365 
 
Query  87637   ATCaaaatgattaatttttccttaatacaaaattgtttaaaaatttgtatattttattaa  
87696 
               || ||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  101364  AT-AAAATGATTAATTTTTCCTTAATACAAAATTGTTTAAAAATTTGTATATTTTATTAA  
101306 
 
Query  87697   aaaaatataaaatattagaacgaggtaggactacta----atatatatataactcaaaaa  
87752 
               ||||||||||||||||||||||||||||||||||||    |||||||||||||||||||| 
Sbjct  101305  AAAAATATAAAATATTAGAACGAGGTAGGACTACTAATATATATATATATAACTCAAAAA  
101246 
 
Query  87753   tatattctcttaaaaaaatcaaatcaatattcaaaattcaTTAGGTATAAtttttttAAG  
87812 
               |||||||||||||||||||||||||||||||||||||||||||||| ||||||||||||| 
Sbjct  101245  TATATTCTCTTAAAAAAATCAAATCAATATTCAAAATTCATTAGGTCTAATTTTTTTAAG  
101186 
 
Query  87813   TAAAATGCATAAAAAATAATTTTGAAACAGACttttttttACAGGTTGAAACAAGTTTAA  
87872 
               ||||||||||||||||||||||||||||||||||||||||||||||||||||| | |||| 
Sbjct  101185  TAAAATGCATAAAAAATAATTTTGAAACAGACTTTTTTTTACAGGTTGAAACAGGCTTAA  
101126 
 
Query  87873   TTAGTGCAACAAGTAGGTTTATTAACATTCCTAAATAATGATAGTGATTACATGCATCTC  
87932 
               ||||||||||||||||||| |||| ||||||||||||||||||| ||||||||||||||| 
Sbjct  101125  TTAGTGCAACAAGTAGGTTCATTAGCATTCCTAAATAATGATAGCGATTACATGCATCTC  
101066 
 
Query  87933   ACTTGTTCAAATAAACATGAGTATTGATATTTTAACACTTTTATTTTACAAAGGCAAGAA  
87992 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  101065  ACTTGTTCAAATAAACATGAGTATTGATATTTTAACACTTTTATTTTACAAAGGCAAGAA  
101006 
 
Query  87993   GACAATATGATGTATAATATTTTTCAAAAGAAAATTAATATAAATTTTTATGAAATACGT  
88052 
               |||||||||| ||||||||||||||||||||||||||||||||||||||||||||||| | 
Sbjct  101005  GACAATATGAAGTATAATATTTTTCAAAAGAAAATTAATATAAATTTTTATGAAATACAT  
100946 
 
Query  88053   AATACCATAACaaaaaaaaaaTCTAAACTATCTAAGTTACTACAAATTACAATTAGGTCG  
88112 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  100945  AATACCATAACAAAAAAAAAATCTAAACTATCTAAGTTACTACAAATTACAATTAGGTCG  
100886 
 
281 
 
Query  88113   AGTTGTATGTTAATGGCACTGATTTATTACATGTGTTTCGTACTGTAGGAGTGGAAAGAT  
88172 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  100885  AGTTGTATGTTAATGGCACTGATTTATTACATGTGTTTCGTACTGTAGGAGTGGAAAGAT  
100826 
 
Query  88173   AACTATAAAAAATATAAAGCAATAAGATTAGTAATAATTTAGTCTCTTCCTACATCCATT  
88232 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  100825  AACTATAAAAAATATAAAGCAATAAGATTAGTAATAATTTAGTCTCTTCCTACATCCATT  
100766 
 
Query  88233   TAAAAGAAATTAATTATCTTTTGGATGCAACATCTATATGGGGACAAATTTTTTATTATC  
88292 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  100765  TAAAAGAAATTAATTATCTTTTGGATGCAACATCTATATGGGGACAAATTTTTTATTATC  
100706 
 
Query  88293   AAATATAACAAGTAAAAAAGTTATCTAGGGGGCACAATTGTCCTAATTCCTGCATCTGTC  
88352 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  100705  AAATATAACAAGTAAAAAAGTTATCTAGGGGGCACAATTGTCCTAATTCCTGCATCTGTC  
100646 
 
Query  88353   TTTGATAATAATATTTATAtttttttCTCGTTAGGTGTCttttttttATTGATAGAAATA  
88412 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  100645  TTTGATAATAATATTTATATTTTTTTCTCGTTAGGTGTCTTTTTTTTATTGATAGAAATA  
100586 
 
Query  88413   AAAAATAATATCAAAATTTATAACAGGTGCTCATCTTATTTGATGAGCTAAATATTCTTG  
88472 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  100585  AAAAATAATATCAAAATTTATAACAGGTGCTCATCTTATTTGATGAGCTAAATATTCTTG  
100526 
 
Query  88473   ATTTCTTGTTAGGTGTCTAATATTTGGGAGTCTATTTATCTTTTTTAGGTGAGCATTTGA  
88532 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  100525  ATTTCTTGTTAGGTGTCTAATATTTGGGAGTCTATTTATCTTTTTTAGGTGAGCATTTGA  
100466 
 
Query  88533   TACAAACCACTTATCAATAAGATTGAATAATTTGATTATTTT-aaaaaaaaCATAATTAA  
88591 
               |||||||||||||||||||||||||||||||||||||||||| ||||||||||||||||| 
Sbjct  100465  TACAAACCACTTATCAATAAGATTGAATAATTTGATTATTTTAAAAAAAAACATAATTAA  
100406 
 
Query  88592   ATAAAAGTAATTTTAAGGAGTATACCAGATTAAATAGAGATATAATTATGaataaaaaat  
88651 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  100405  ATAAAAGTAATTTTAAGGAGTATACCAGATTAAATAGAGATATAATTATGAATAAAAAAT  
100346 
 
Query  88652   atacatttaaacttaaaataatactatctcttaaagcaataataatttaattgttctaaa  
88711 
               ||||||||||||||||||||||||||||||||||| |||||||||||||||||||||||| 
282 
 
Sbjct  100345  ATACATTTAAACTTAAAATAATACTATCTCTTAAAACAATAATAATTTAATTGTTCTAAA  
100286 
 
Query  88712   taataaaaatcttaaacatagaatcaattgattggaaaaagaaaaagaagcagaaaaaga  
88771 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  100285  TAATAAAAATCTTAAACATAGAATCAATTGATTGGAAAAAGAAAAAGAAGCAGAAAAAGA  
100226 
 
Query  88772   aTAATTTAGCATGGAAGAACTGAGAACACGGGAATCCAAGTCAATTATTTGGCAAACACG  
88831 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  100225  ATAATTTAGCATGGAAGAACTGAGAACACGGGAATCCAAGTCAATTATTTGGCAAACACG  
100166 
 
Query  88832   TGCATTGATTATCGATTCTGCAACGTCATGGCATCAAGAAATCTGAAGGACCACCTTCCT  
88891 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  100165  TGCATTGATTATCGATTCTGCAACGTCATGGCATCAAGAAATCTGAAGGACCACCTTCCT  
100106 
 
Query  88892   TGGCTGCCTCCCTGGCCAAACCCTTCCATTTCTTTACATTCATTCTCAACTCTCCACTCC  
88951 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  100105  TGGCTGCCTCCCTGGCCAAACCCTTCCATTTCTTTACATTCATTCTCAACTCTCCACTCC  
100046 
 
Query  88952   CCATCACCTCTTCCGAACACTTGTTAATCTCTTTCTCCTTCTACTTTCCCATCCTCATGA  
89011 
               |||||||||||||||||||||| ||||||||||||||||||||||||||||||||||||| 
Sbjct  100045  CCATCACCTCTTCCGAACACTTTTTAATCTCTTTCTCCTTCTACTTTCCCATCCTCATGA  
99986 
 
Query  89012   TCCACCCTCACCCCTATCTTCCACACATTTTCTATCAGTTTAGCATTTGTCTTTTGGTAC  
89071 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  99985   TCCACCCTCACCCCTATCTTCCACACATTTTCTATCAGTTTAGCATTTGTCTTTTGGTAC  
99926 
 
Query  89072   GACCACTGAGGAAACACCACCATGGGCACCCCCGAAACCTAGCTCTCCATGGTCGAATTC  
89131 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  99925   GACCACTGAGGAAACACCACCATGGGCACCCCCGAAACCTAGCTCTCCATGGTCGAATTC  
99866 
 
Query  89132   CAACCACAGTGCGTCACAAAACAACCCACTGAACCTCCACCTGAGAACAACActtcacca  
89191 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  99865   CAACCACAGTGCGTCACAAAACAACCCACTGAACCTCCACCTGAGAACAACACTTCACCA  
99806 
 
Query  89192   acttccccttctcttccaactcctctcaaacacacctcctccccttcttcttcctctttc  
89251 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  99805   ACTTCCCCTTCTCTTCCAACTCCTCTCAAACACACCTCCTCCCCTTCTTCTTCCTCTTTC  
99746 
 
283 
 
Query  89252   actctAATCACCCACAAGAATGGAAAACCAGAATCTAACAAAGCACTTGCAATTTCCTCC  
89311 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  99745   ACTCTAATCACCCACAAGAATGGAAAACCAGAATCTAACAAAGCACTTGCAATTTCCTCC  
99686 
 
Query  89312   GTTTGTCTCTTAGACAACACAAAGTAGCTCCCAAATGAAATGTAAACCACGGACTTGTCT  
89371 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  99685   GTTTGTCTCTTAGACAACACAAAGTAGCTCCCAAATGAAATGTAAACCACGGACTTGTCT  
99626 
 
Query  89372   TCCTTTGAGTCAAGCCACTCAACGTAACCATTTGAAACCGGTAACAAGTCACCACCCAAG  
89431 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  99625   TCCTTTGAGTCAAGCCACTCAACGTAACCATTTGAAACCGGTAACAAGTCACCACCCAAG  
99566 
 
Query  89432   GAAGTATCTTCGGGGTCCTTTCCATCCAAGAATtatatatatatatatatatatatatat  
89491 
               ||||||||||||||||||||||||||||||||||||||||||||||||||||||       
Sbjct  99565   GAAGTATCTTCGGGGTCCTTTCCATCCAAGAATTATATATATATATATATATAT------  
99512 
 
Query  89492   atatatatatatatatatatatatatatataAGAGTACAAATAAAATATATGTGAACTCA  
89551 
                                               ||||||||||||| |||||||||||||| 
Sbjct  99511   --------------------------------GAGTACAAATAAAGTATATGTGAACTCA  
99484 
 
Query  89552   TCATTTAGTCTTATCATTTTATTTACTACTTGTATAAATTAAATAGATATGCTTGTCAAG  
89611 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  99483   TCATTTAGTCTTATCATTTTATTTACTACTTGTATAAATTAAATAGATATGCTTGTCAAG  
99424 
 
Query  89612   GAGAGCCAACAAACATGCACGATATATAGAAACTATATTCAAATTTTAGTGCAATTATAA  
89671 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  99423   GAGAGCCAACAAACATGCACGATATATAGAAACTATATTCAAATTTTAGTGCAATTATAA  
99364 
 
Query  89672   TGCATCATATGTGCTTACTTGGATCTTGTGTTTAACTTCAACAAATATGCACGATAGAAA  
89731 
               |||||||||||||||| ||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  99363   TGCATCATATGTGCTTGCTTGGATCTTGTGTTTAACTTCAACAAATATGCACGATAGAAA  
99304 
 
Query  89732   CTAGATTCAAATTTTAGGTTCCATAGTATTTTTACATGAAATTATTTAAGTGTCTGATAT  
89791 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  99303   CTAGATTCAAATTTTAGGTTCCATAGTATTTTTACATGAAATTATTTAAGTGTCTGATAT  
99244 
 
Query  89792   AATCATACATGttatttttattatttatggggtttaatttaattttaC-aaaaaaaaGGT  
89850 
               |||||||||||||||||||||||||||||||||||||||||||||||| ||||||||||| 
284 
 
Sbjct  99243   AATCATACATGTTATTTTTATTATTTATGGGGTTTAATTTAATTTTACAAAAAAAAAGGT  
99184 
 
Query  89851   ATTACAATGTACAAATATTCACTAGTTGCATATTCAATCTTAAAATTTATTTGAAAATTC  
89910 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  99183   ATTACAATGTACAAATATTCACTAGTTGCATATTCAATCTTAAAATTTATTTGAAAATTC  
99124 
 
Query  89911   ATCAATCAGCTTGTTTGGATTTTGTGTTTAGCTATCATATATAGCAACTAAAATATATTT  
89970 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  99123   ATCAATCAGCTTGTTTGGATTTTGTGTTTAGCTATCATATATAGCAACTAAAATATATTT  
99064 
 
Query  89971   TAATTTGTGTGTATGTTTTATTTCATAGTTAATTATAAATTGACTTACGTGATGCTATAA  
90030 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  99063   TAATTTGTGTGTATGTTTTATTTCATAGTTAATTATAAATTGACTTACGTGATGCTATAA  
99004 
 
Query  90031   CTAAGGTATGACCTTGCAAGTTATTAATTAGTGTATATGGAATTAAAGTATTTATTTGAT  
90090 
               ||||||||||||||| |||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  99003   CTAAGGTATGACCTTCCAAGTTATTAATTAGTGTATATGGAATTAAAGTATTTATTTGAT  
98944 
 
Query  90091   AGTTATTTGAAATGATATTTTATAAATATGTGTGAATTGGTTATCATCCTTTAGGAAGTA  
90150 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  98943   AGTTATTTGAAATGATATTTTATAAATATGTGTGAATTGGTTATCATCCTTTAGGAAGTA  
98884 
 
Query  90151   ATGACAATTTATGTTTTATTTTGAGAATTGAATATGTACGAGACACCTTCATTTGGGATG  
90210 
                ||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  98883   GTGACAATTTATGTTTTATTTTGAGAATTGAATATGTACGAGACACCTTCATTTGGGATG  
98824 
 
Query  90211   GAGATGAAGTTATAGATACCTCCATCTAGGATGAAGAAGAGATTTTGAATACTTTCATAT  
90270 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  98823   GAGATGAAGTTATAGATACCTCCATCTAGGATGAAGAAGAGATTTTGAATACTTTCATAT  
98764 
 
Query  90271   ATGATAAGAAAAGCAGTGAGACATTACTGCATGAATATGAACTCATAGACCATTTGAAGA  
90330 
               |||||||||||||||||||||| ||||||||||||||||||||||||||||||||||||| 
Sbjct  98763   ATGATAAGAAAAGCAGTGAGACGTTACTGCATGAATATGAACTCATAGACCATTTGAAGA  
98704 
 
Query  90331   ATCTGAGACTCACACTAATTCTGAGAACCAAAGAGTTAAATCTAGTGACTCTGGAAATCA  
90390 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  98703   ATCTGAGACTCACACTAATTCTGAGAACCAAAGAGTTAAATCTAGTGACTCTGGAAATCA  
98644 
 
285 
 
Query  90391   CAACATATGTTAGTGATAATTGTTTGTTCAAGAATTGAATGCAGTGAAgtgttgatgttt  
90450 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  98643   CAACATATGTTAGTGATAATTGTTTGTTCAAGAATTGAATGCAGTGAAGTGTTGATGTTT  
98584 
 
Query  90451   atttacttgaatattttttgttttgttgtgtgaataaatttgtgatcattttATAACTAT  
90510 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  98583   ATTTACTTGAATATTTTTTGTTTTGTTGTGTGAATAAATTTGTGATCATTTTATAACTAT  
98524 
 
Query  90511   ATATATGTATGTGTGCATTTAATTTATTGTTGCGAATATCATGGTTGAAtttttttATTA  
90570 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  98523   ATATATGTATGTGTGCATTTAATTTATTGTTGCGAATATCATGGTTGAATTTTTTTATTA  
98464 
 
Query  90571   TTATCTGTTGCAACCTACCCTTCGACGGGAGGGGTGAGGCGAGACTCAAGGATGCGTCTT  
90630 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  98463   TTATCTGTTGCAACCTACCCTTCGACGGGAGGGGTGAGGCGAGACTCAAGGATGCGTCTT  
98404 
 
Query  90631   CCAAAAAGAAAAACACGCGGGAGTCGCCACCAACGTTTATTCGAGGAAAACGTTAGAAAA  
90690 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  98403   CCAAAAAGAAAAACACGCGGGAGTCGCCACCAACGTTTATTCGAGGAAAACGTTAGAAAA  
98344 
 
Query  90691   ACC-AAAAGGGGGATCTGCGAATTTTGAAAATAAGGGTACGGGAGTTATTTACGAGCGAA  
90749 
               ||| ||||||||||| |||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  98343   ACCAAAAAGGGGGATATGCGAATTTTGAAAATAAGGGTACGGGAGTTATTTACGAGCGAA  
98284 
 
Query  90750   AAAGGTATTAACACCCCACGTGTTCGTCACAGGGGACGACAACCTTTAATCGAATGTGCA  
90809 
               |||||||||||||||||||||||||||||||||||| ||||||||||||||||||||||| 
Sbjct  98283   AAAGGTATTAACACCCCACGTGTTCGTCACAGGGGATGACAACCTTTAATCGAATGTGCA  
98224 
 
Query  90810   AAAACGTGACTTCAATATTACTTATTTTCCCTTTTTATGCTTCTTTATTTTTTCGGGTCG  
90869 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  98223   AAAACGTGACTTCAATATTACTTATTTTCCCTTTTTATGCTTCTTTATTTTTTCGGGTCG  
98164 
 
Query  90870   ACAAAGGCGTTGCCCTTGCTCCTACGTATCCTCAAGTGCGATGAGAAACTCAGACCTACA  
90929 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  98163   ACAAAGGCGTTGCCCTTGCTCCTACGTATCCTCAAGTGCGATGAGAAACTCAGACCTACA  
98104 
 
Query  90930   TAGTTCTTAAAACAAGAAAATTGCGTGTCGAGTTGATTTTAAACTTTTGAAAAGTTCATT  
90989 
               ||||||||||||||||||||||||||||||||||||||||||||||||||||| |||||| 
286 
 
Sbjct  98103   TAGTTCTTAAAACAAGAAAATTGCGTGTCGAGTTGATTTTAAACTTTTGAAAAATTCATT  
98044 
 
Query  90990   CGAACCAACAAAAATAAAAGAGACCATTAAGGCCTTGGACCTTGAACGGATTTAAGTGAA  
91049 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  98043   CGAACCAACAAAAATAAAAGAGACCATTAAGGCCTTGGACCTTGAACGGATTTAAGTGAA  
97984 
 
Query  91050   TTTTGCGGATAAAAAGCTCGGTTACATGTTGATTTTAACTTGATTTCACTTATTAAACTT  
91109 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  97983   TTTTGCGGATAAAAAGCTCGGTTACATGTTGATTTTAACTTGATTTCACTTATTAAACTT  
97924 
 
Query  91110   CAAACTAATTAAAAGATGTTTGGTGACGTAAATGACCGGTCAAAACTCACTTTACCAAAA  
91169 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  97923   CAAACTAATTAAAAGATGTTTGGTGACGTAAATGACCGGTCAAAACTCACTTTACCAAAA  
97864 
 
Query  91170   GAAAATAGATTACAAATAGTAGAAGAATGAGATGAAGATGCATGAATCGACAAAGAAGAC  
91229 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  97863   GAAAATAGATTACAAATAGTAGAAGAATGAGATGAAGATGCATGAATCGACAAAGAAGAC  
97804 
 
Query  91230   CCTTATGGGTGCATAGATTGAATTGAAATACTTAAAATAAATACTAACCGGATGACGAAC  
91289 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  97803   CCTTATGGGTGCATAGATTGAATTGAAATACTTAAAATAAATACTAACCGGATGACGAAC  
97744 
 
Query  91290   GAAGAACGATGTGAAAATCGATTACGATCGTGATTCGGTAGCACCTCGACCTTGtttttc  
91349 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  97743   GAAGAACGATGTGAAAATCGATTACGATCGTGATTCGGTAGCACCTCGACCTTGTTTTTC  
97684 
 
Query  91350   ctttatttcttcttcttttcttcaaatttcactaaatcctttcaatatttGAAGGTTGAA  
91409 
               |||||||||||||||||||||||||||||||||||||||||||||||| |||||| |||| 
Sbjct  97683   CTTTATTTCTTCTTCTTTTCTTCAAATTTCACTAAATCCTTTCAATATCTGAAGGCTGAA  
97624 
 
Query  91410   CCCTTTCTTTCAGCCCCTCATGCCTATTTATAGGAAATGAGGGGACTTAGTTGATCTGGA  
91469 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  97623   CCCTTTCTTTCAGCCCCTCATGCCTATTTATAGGAAATGAGGGGACTTAGTTGATCTGGA  
97564 
 
Query  91470   GCTCACCCAAGCGAGCTGTTGCTTCAACCTGAAGTAACCTTGCTCGTCCAGGCGAGCTAG  
91529 
               ||||||||||||||| ||||||||||||||||||||||||||||||||||| |||||||| 
Sbjct  97563   GCTCACCCAAGCGAGTTGTTGCTTCAACCTGAAGTAACCTTGCTCGTCCAGACGAGCTAG  
97504 
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Query  91530   TTACTTCACCCCTAAACTATTTAGGGGCCTAGGTGAGCCAGAGACTAGCCTGAGCGAGTC  
91589 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  97503   TTACTTCACCCCTAAACTATTTAGGGGCCTAGGTGAGCCAGAGACTAGCCTGAGCGAGTC  
97444 
 
Query  91590   AGGGGTCTGAAAAAGCCTCAAAATGATCCTTTTGTCCTTCCATTTGGGCATTTTTTGCAT  
91649 
               |||||||||||||||||| ||||||||||||||||||||||||||||||||||||||||| 
Sbjct  97443   AGGGGTCTGAAAAAGCCTTAAAATGATCCTTTTGTCCTTCCATTTGGGCATTTTTTGCAT  
97384 
 
Query  91650   TCTTTACTGAAATGTCGAATAATCTTCCGTCTTACATAGCAACTGGTGTCGAACAATTCA  
91709 
               |||||||||||||||||||||||||||||||||||| | ||||||||||||||||||||| 
Sbjct  97383   TCTTTACTGAAATGTCGAATAATCTTCCGTCTTACACAACAACTGGTGTCGAACAATTCA  
97324 
 
Query  91710   ATTTGACAATGGAGAATCAAAACGTTGACGAATGATAGTCCTAGTACGAAATTAGGATAT  
91769 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  97323   ATTTGACAATGGAGAATCAAAACGTTGACGAATGATAGTCCTAGTACGAAATTAGGATAT  
97264 
 
Query  91770   GACATTATTAAGAGAATTAAAAACTTACttttttgttactttaactttgtaaatgtttat  
91829 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  97263   GACATTATTAAGAGAATTAAAAACTTACTTTTTTGTTACTTTAACTTTGTAAATGTTTAT  
97204 
 
Query  91830   atttaagaataaaattatttatttatataattaaatatttattataatacttgacatatt  
91889 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  97203   ATTTAAGAATAAAATTATTTATTTATATAATTAAATATTTATTATAATACTTGACATATT  
97144 
 
Query  91890   ttcaaccattgaaatttttagatttttattttatacatttttCTCACTTAACGTAGAGCG  
91949 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  97143   TTCAACCATTGAAATTTTTAGATTTTTATTTTATACATTTTTCTCACTTAACGTAGAGCG  
97084 
 
Query  91950   TTACATATACTTTTTTAATGTTTTGATGATGTAACATACTATTTAATCTCGTGATTATAA  
92009 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  97083   TTACATATACTTTTTTAATGTTTTGATGATGTAACATACTATTTAATCTCGTGATTATAA  
97024 
 
Query  92010   TGCAAAAGCATTAGCTAGCTAGCATTTGAACGCAATTCTTTCAGGTAACTTATAGTTATA  
92069 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  97023   TGCAAAAGCATTAGCTAGCTAGCATTTGAACGCAATTCTTTCAGGTAACTTATAGTTATA  
96964 
 
Query  92070   AGTTCTAATTAAACATAATTTATTTCAAAGTTCAAGACAATGCTATATTTAACTATTTAT  
92129 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
288 
 
Sbjct  96963   AGTTCTAATTAAACATAATTTATTTCAAAGTTCAAGACAATGCTATATTTAACTATTTAT  
96904 
 
Query  92130   GAAGGTTATCATACTAAGGTAAAACGTCTTTTTATGTTTTAACAGGAAGCAAGAATAAAT  
92189 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  96903   GAAGGTTATCATACTAAGGTAAAACGTCTTTTTATGTTTTAACAGGAAGCAAGAATAAAT  
96844 
 
Query  92190   GTAtttttttCTTGGATGGAGAAAGAATAATAGGCCATGCATCTCTTCGTAATGGAATGA  
92249 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  96843   GTATTTTTTTCTTGGATGGAGAAAGAATAATAGGCCATGCATCTCTTCGTAATGGAATGA  
96784 
 
Query  92250   TCTTACATCATCAATTTTTACTGAGATCCAACATGTTGTGGCCAGGGAAGTTGTTAAGGT  
92309 
               ||||||| |||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  96783   TCTTACACCATCAATTTTTACTGAGATCCAACATGTTGTGGCCAGGGAAGTTGTTAAGGT  
96724 
 
Query  92310   GAAATAAAATAGAATGAAAGGCAAATATTTGAATTAAATTATTTGTTAGGTAAGGTTTGT  
92369 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||| | 
Sbjct  96723   GAAATAAAATAGAATGAAAGGCAAATATTTGAATTAAATTATTTGTTAGGTAAGGTTTCT  
96664 
 
Query  92370   CTAAGAATAAAATAACTAAAATTTAAGTTCTAGGTTTACCAATAAAAAATAtttttttAT  
92429 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  96663   CTAAGAATAAAATAACTAAAATTTAAGTTCTAGGTTTACCAATAAAAAATATTTTTTTAT  
96604 
 
Query  92430   TAGTTTTTATaaaaaaaaaaGTCTCATATTTTGACAAAAATATCATATATGATGTCAAAA  
92489 
               |||||||||| ||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  96603   TAGTTTTTAT-AAAAAAAAAGTCTCATATTTTGACAAAAATATCATATATGATGTCAAAA  
96545 
 
Query  92490   AGGCCAAAAGGtttttttAAAACTAATTTTTAGGTTTCCTTTATCATTGAGTCAGCTTCT  
92549 
               |||||||||||||||||| ||||||||||||||||||||||||||||||||||||||||| 
Sbjct  96544   AGGCCAAAAGGTTTTTTTTAAACTAATTTTTAGGTTTCCTTTATCATTGAGTCAGCTTCT  
96485 
 
Query  92550   ATGTAAGGTACGAGaaaaaaaaGATGGTTACTAAAAATACTATTTTGACCTTGTACATGA  
92609 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  96484   ATGTAAGGTACGAGAAAAAAAAGATGGTTACTAAAAATACTATTTTGACCTTGTACATGA  
96425 
 
Query  92610   TATTTTACTAATTCTATGATTTGGCTATTTCATCAATAAACTCTATTATGAACCATaaaa  
92669 
               ||||||||||||||||||||||||||||||||||| |||||||||||||||||||||||| 
Sbjct  96424   TATTTTACTAATTCTATGATTTGGCTATTTCATCAGTAAACTCTATTATGAACCATAAAA  
96365 
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Query  92670   caaaaataaacaaaaaGGGGGGAGGGGAGCATATGTACCAAAAGAAGACCACAAGCGAGC  
92729 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  96364   CAAAAATAAACAAAAAGGGGGGAGGGGAGCATATGTACCAAAAGAAGACCACAAGCGAGC  
96305 
 
Query  92730   TTaaaaaaaGAAGCATGCCCTATGATGGTAAGATTGTTCCATGCAGTGATTGGCAAGGAA  
92789 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  96304   TTAAAAAAAGAAGCATGCCCTATGATGGTAAGATTGTTCCATGCAGTGATTGGCAAGGAA  
96245 
 
Query  92790   ACCAGAAAGCATGCAAGCTTTGGAAATATGAATAGGGAAACCAGATCCAGATGCATTGAT  
92849 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  96244   ACCAGAAAGCATGCAAGCTTTGGAAATATGAATAGGGAAACCAGATCCAGATGCATTGAT  
96185 
 
Query  92850   TGCATATATTGGTGACAAAAAATGTTAGGCAAATTAAGTAGCGAATCCCGTTTGGATAGT  
92909 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  96184   TGCATATATTGGTGACAAAAAATGTTAGGCAAATTAAGTAGCGAATCCCGTTTGGATAGT  
96125 
 
Query  92910   GACAAGTATGTGCCAACTACCAACGTAAGATGTTAATTAGAGTTTTACATGAAACTACGA  
92969 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  96124   GACAAGTATGTGCCAACTACCAACGTAAGATGTTAATTAGAGTTTTACATGAAACTACGA  
96065 
 
Query  92970   ATAATCTATACCTACTGCAGGACTATGAGGGACGGAAAATTAAACCTCAGTGTGCAGGGT  
93029 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  96064   ATAATCTATACCTACTGCAGGACTATGAGGGACGGAAAATTAAACCTCAGTGTGCAGGGT  
96005 
 
Query  93030   GTGGAAATGCTATTAAGCGTGAGATTTTGCAATTATGACTTTTGTTGCGTGTTTACAAAT  
93089 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  96004   GTGGAAATGCTATTAAGCGTGAGATTTTGCAATTATGACTTTTGTTGCGTGTTTACAAAT  
95945 
 
Query  93090   TTTCTTATTCTGATTTGTGCCATTATTTTCTATAAGCAATTATGTTCAGCTTGGGACTTG  
93149 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  95944   TTTCTTATTCTGATTTGTGCCATTATTTTCTATAAGCAATTATGTTCAGCTTGGGACTTG  
95885 
 
Query  93150   AACATAGCTTAATGGCCTTCATGTATAAACAATATATGATAACAAAATTAAAAGaaaaaa  
93209 
               ||||||||||||||||||||||||||||||||||||||||||||||||||||||  |||| 
Sbjct  95884   AACATAGCTTAATGGCCTTCATGTATAAACAATATATGATAACAAAATTAAAAG--AAAA  
95827 
 
Query  93210   aaaaaaaaaCAACTTCCAGCTAGGCACCAAAAGATTGTAATGGAGCTTTGAAGAGCATAA  
93269 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
290 
 
Sbjct  95826   AAAAAAAAACAACTTCCAGCTAGGCACCAAAAGATTGTAATGGAGCTTTGAAGAGCATAA  
95767 
 
Query  93270   ATTATTGCGTTATCAGTATAAGATGGACGATTGTGTTGAATTTATGCACTAAACTGCAGA  
93329 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  95766   ATTATTGCGTTATCAGTATAAGATGGACGATTGTGTTGAATTTATGCACTAAACTGCAGA  
95707 
 
Query  93330   ATCACTAtttttttttATTGAAATGGCCTTTATGGACGATTAAGTGATGATATTATGATT  
93389 
               ||||||| ||||||| |||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  95706   ATCACTA-TTTTTTTGATTGAAATGGCCTTTATGGACGATTAAGTGATGATATTATGATT  
95648 
 
Query  93390   GAAAATTAGCGATAATCACGACCTCATCATATTTAGAAAAGGAAAAGTTGCCCTTTTCCA  
93449 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  95647   GAAAATTAGCGATAATCACGACCTCATCATATTTAGAAAAGGAAAAGTTGCCCTTTTCCA  
95588 
 
Query  93450   TTAGCTGTTTGTCATCACTTAACTGCAGAATCACTAtttttttGGTAACCAATTGATCTC  
93509 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  95587   TTAGCTGTTTGTCATCACTTAACTGCAGAATCACTATTTTTTTGGTAACCAATTGATCTC  
95528 
 
Query  93510   CTCAGCGGATGTTTTTCATCTACATAAAGATTAAATTTTTGGCCACTACTTAAGAGAAAA  
93569 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  95527   CTCAGCGGATGTTTTTCATCTACATAAAGATTAAATTTTTGGCCACTACTTAAGAGAAAA  
95468 
 
Query  93570   TATATATATCAATTATAACACAAAATTACTACTCATGGAGTCATGGCTCATTTAGATATT  
93629 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  95467   TATATATATCAATTATAACACAAAATTACTACTCATGGAGTCATGGCTCATTTAGATATT  
95408 
 
Query  93630   TTTAAATTTCAAACTAATATAGAAGAAATTTCACTTGATTCTCAGTCATGCAAATGCAAT  
93689 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  95407   TTTAAATTTCAAACTAATATAGAAGAAATTTCACTTGATTCTCAGTCATGCAAATGCAAT  
95348 
 
Query  93690   AATAgaaaagaaaaatgaaacggacaggaaaattcaaaaacggaaaaGCTGATGTGACAG  
93749 
               |||||||||||||||||||||||||||||||||||| ||||||||||||||||||||||| 
Sbjct  95347   AATAGAAAAGAAAAATGAAACGGACAGGAAAATTCAGAAACGGAAAAGCTGATGTGACAG  
95288 
 
Query  93750   CCATATGGTCAAACTTCAACATCATCTAAAAAAGCCCTTAGATTCTTATCCGAAGAGCCA  
93809 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  95287   CCATATGGTCAAACTTCAACATCATCTAAAAAAGCCCTTAGATTCTTATCCGAAGAGCCA  
95228 
 
291 
 
Query  93810   CCTTCCTTGACAGCTTCCCTGGCCAGTCCCCTCCACTTTTCTGCATTGTTTCTCAATTCT  
93869 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  95227   CCTTCCTTGACAGCTTCCCTGGCCAGTCCCCTCCACTTTTCTGCATTGTTTCTCAATTCT  
95168 
 
Query  93870   TGTCCTTTCTCTCCACTCCCCATCACCTCTTCCAAACACCGCCTAATTTCTTCATTTTCT  
93929 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  95167   TGTCCTTTCTCTCCACTCCCCATCACCTCTTCCAAACACCGCCTAATTTCTTCATTTTCT  
95108 
 
Query  93930   ACTATGCCATCCTCATTCACCTGTTTATCCACTCTCACCCCTGTCTTCCACACATCTTCT  
93989 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  95107   ACTATGCCATCCTCATTCACCTGTTTATCCACTCTCACCCCTGTCTTCCACACATCTTCT  
95048 
 
Query  93990   ATTAGCTTCGCATTAGTCTTCTGTTCCACCCACTGAGGAAATGCCACCATAGGAACCCCA  
94049 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  95047   ATTAGCTTCGCATTAGTCTTCTGTTCCACCCACTGAGGAAATGCCACCATAGGAACCCCA  
94988 
 
Query  94050   GATGCCAAGCTT  94061 
               |||||||||||| 
Sbjct  94987   GATGCCAAGCTT  94976 
 
 
Range 3: 135561 to 149748GenBankGraphics Next Match Previous Match First Match  
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24561 bits(27238) 0.0 13992/14249(98%) 111/14249(0%) Plus/Minus 
Query  40297   TTTTGTGAAGTTAAAAGAGAGTATTACATAACATTTAAAAATTATGATTCTATACTAATT  
40356 
               |||| |||  |||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  149748  TTTTATGACATTAAAAGAGAGTATTACATAACATTTAAAAATTATGATTCTATACTAATT  
149689 
 
Query  40357   TCTAGATTAAGGTTTATTCTCTGTTCTGAGAATATCTGAAATGCTACATTTATTATCTAC  
40416 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  149688  TCTAGATTAAGGTTTATTCTCTGTTCTGAGAATATCTGAAATGCTACATTTATTATCTAC  
149629 
 
Query  40417   AGAGTCCTGAATCTGTTTATGTTTTCAATGTTGATGTAACATGTTAGACTGATTCTGCCA  
40476 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  149628  AGAGTCCTGAATCTGTTTATGTTTTCAATGTTGATGTAACATGTTAGACTGATTCTGCCA  
149569 
 
Query  40477   CACTTCTGATTTTATGACATTAAAAGGAGTCTACACAAttttttttATCACACCAGATTT  
40536 
               ||||||||||||||||||||||||||||||||||||||||||||||||||||||||| || 
292 
 
Sbjct  149568  CACTTCTGATTTTATGACATTAAAAGGAGTCTACACAATTTTTTTTATCACACCAGAATT  
149509 
 
Query  40537   CTATACTAATTTCTAGATTAAGGAGTCTACTCTCTTTTATGACATTAAAAGAGAGTATTA  
40596 
               ||||||||||||||||||||||||||||||||| |||||||||||||||||||||||||| 
Sbjct  149508  CTATACTAATTTCTAGATTAAGGAGTCTACTCTTTTTTATGACATTAAAAGAGAGTATTA  
149449 
 
Query  40597   CATAACATTTAAAAATTATGATTCTATACTAATTTCTAGATTAAGGTTTATTCTCTGTTC  
40656 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  149448  CATAACATTTAAAAATTATGATTCTATACTAATTTCTAGATTAAGGTTTATTCTCTGTTC  
149389 
 
Query  40657   TGAGAATATCTGAAATGCTACATTTATTATCTACAGAGTCCTGAATCTGTTTATGTTTTC  
40716 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  149388  TGAGAATATCTGAAATGCTACATTTATTATCTACAGAGTCCTGAATCTGTTTATGTTTTC  
149329 
 
Query  40717   AATGTTGATGTAACATGTTAGACTGATTCTGCCACACTTCTGATTTTATGACATTAAAAG  
40776 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  149328  AATGTTGATGTAACATGTTAGACTGATTCTGCCACACTTCTGATTTTATGACATTAAAAG  
149269 
 
Query  40777   GAGTCTACACAAttttttttATCACACCAGAATTTTTTCATGTATTGTTGGTTGATAGGC  
40836 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  149268  GAGTCTACACAATTTTTTTTATCACACCAGAATTTTTTCATGTATTGTTGGTTGATAGGC  
149209 
 
Query  40837   TTGCAGTCATGCTATTAAATATTGATAATCATCTTTCGAATAATGGGGTTTTAGTATGTT  
40896 
               ||||||||||| |||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  149208  TTGCAGTCATGTTATTAAATATTGATAATCATCTTTCGAATAATGGGGTTTTAGTATGTT  
149149 
 
Query  40897   AAGGCAGCATTCAATGTATTTGCTGAGAAAATTCTGCATTGGCTTTCTGACATCTTAAtt  
40956 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  149148  AAGGCAGCATTCAATGTATTTGCTGAGAAAATTCTGCATTGGCTTTCTGACATCTTAATT  
149089 
 
Query  40957   ttttttCTGTCCGATATTTCTCCCTTACCAAGAATTTTGGATTTGTTAACACATTGATGA  
41016 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  149088  TTTTTTCTGTCCGATATTTCTCCCTTACCAAGAATTTTGGATTTGTTAACACATTGATGA  
149029 
 
Query  41017   TAGCGATTCATTCTGCTTAACGTGCAACTAACCTCCAGAGTCCAGACCTCCCCTTCCCCT  
41076 
               ||| |||||||| ||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  149028  TAGGGATTCATTTTGCTTAACGTGCAACTAACCTCCAGAGTCCAGACCTCCCCTTCCCCT  
148969 
 
293 
 
Query  41077   GAAAAAAGGGTTTCTTCTACTGCAAGTAGCATTTTATACTTACATATTAACTGCTGTAAA  
41136 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  148968  GAAAAAAGGGTTTCTTCTACTGCAAGTAGCATTTTATACTTACATATTAACTGCTGTAAA  
148909 
 
Query  41137   ATACTAAAATTATTCGACATTCTTGTTATTGTTGAATTGTAATACAGGTGGACTTACAAT  
41196 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  148908  ATACTAAAATTATTCGACATTCTTGTTATTGTTGAATTGTAATACAGGTGGACTTACAAT  
148849 
 
Query  41197   GACCCACTTCGTGCAAAGTATAATGACAAAATGGCAGCAATGAATGCACCTATAGTAAAA  
41256 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  148848  GACCCACTTCGTGCAAAGTATAATGACAAAATGGCAGCAATGAATGCACCTATAGTAAAA  
148789 
 
Query  41257   CCTAAAGGAAGCAAGAAGTTGAAAGATTGGGAATCTAGGGAATCTGGATGAACTTGAAGT  
41316 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  148788  CCTAAAGGAAGCAAGAAGTTGAAAGATTGGGAATCTAGGGAATCTGGATGAACTTGAAGT  
148729 
 
Query  41317   TACAAAACTATGCATGAAGATATAGTCCTTTCAGTTATAGCTCACGGATTAATACCAGAT  
41376 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  148728  TACAAAACTATGCATGAAGATATAGTCCTTTCAGTTATAGCTCACGGATTAATACCAGAT  
148669 
 
Query  41377   TAGATATCACCTTATCCTATGTATGCTTGTGTTCTGTCTTAATACAGAATGTAAAGTAGT  
41436 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  148668  TAGATATCACCTTATCCTATGTATGCTTGTGTTCTGTCTTAATACAGAATGTAAAGTAGT  
148609 
 
Query  41437   TCATCACGGCTCAAGCATGTTATGGATCTTGGAAGGCAGTTCGTGCAGATTGTGATAGGA  
41496 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  148608  TCATCACGGCTCAAGCATGTTATGGATCTTGGAAGGCAGTTCGTGCAGATTGTGATAGGA  
148549 
 
Query  41497   GTTCATCACTAGTTTATTCGGATATTCTTCCCCAGTTAATGAATCCTAGCTGATTTGAAG  
41556 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  148548  GTTCATCACTAGTTTATTCGGATATTCTTCCCCAGTTAATGAATCCTAGCTGATTTGAAG  
148489 
 
Query  41557   TCCTGCCAGCCTAGCCTAATGTCTTCAAGCGCTTATGACTGACTTTCTTTGTATTTTGTC  
41616 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  148488  TCCTGCCAGCCTAGCCTAATGTCTTCAAGCGCTTATGACTGACTTTCTTTGTATTTTGTC  
148429 
 
Query  41617   ACCATTTTGACTTTATTACTAGCTGGCTATGAGGATTTTATTGAGTTTGCTGCCCATTGA  
41676 
               |||||||||||||||||||||||||||||| ||||||||||||||||||||||||||||| 
294 
 
Sbjct  148428  ACCATTTTGACTTTATTACTAGCTGGCTATTAGGATTTTATTGAGTTTGCTGCCCATTGA  
148369 
 
Query  41677   TGCTTCAGGAGCCACTGTTTTACAATTTAAGATCATTTATACGTGCAACTTCGATACTGA  
41736 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  148368  TGCTTCAGGAGCCACTGTTTTACAATTTAAGATCATTTATACGTGCAACTTCGATACTGA  
148309 
 
Query  41737   CTGGAACTCCCAAGAGTGACACTTCAATTGGTG------TACTAGTATATGTAGCATAAA  
41790 
               |||||||||||||||||||||||||||||||||      ||||||||||||||||||||| 
Sbjct  148308  CTGGAACTCCCAAGAGTGACACTTCAATTGGTGACGGTGTACTAGTATATGTAGCATAAA  
148249 
 
Query  41791   CTTCCATGTTAGGGTAATCTTTTAGCTTAACAAAGGGGCATATTGAAAGTTATTCATGTT  
41850 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  148248  CTTCCATGTTAGGGTAATCTTTTAGCTTAACAAAGGGGCATATTGAAAGTTATTCATGTT  
148189 
 
Query  41851   CAACCCGCCGCTGCTTGTTTGTTTACTGGAGTTAATTTGACTAGTCAATCATTCCaaaaa  
41910 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||| ||||| 
Sbjct  148188  CAACCCGCCGCTGCTTGTTTGTTTACTGGAGTTAATTTGACTAGTCAATCATTCAAAAAA  
148129 
 
Query  41911   aaaaTTTAATTAGAGTAATTTTTCTGTCTAttttttt-GGGCTATTTCTAACAGATTAAA  
41969 
               ||||   |||||||||||||||||||||||||||||| |||||||||||||||||||||| 
Sbjct  148128  AAAAAAAAATTAGAGTAATTTTTCTGTCTATTTTTTTTGGGCTATTTCTAACAGATTAAA  
148069 
 
Query  41970   ATGTGTTCCTTCGAAAATAATTTCTTAAATGAGCAATTTTCAGGAGAGAAGAGCGTTCTT  
42029 
               ||||| |||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  148068  ATGTGGTCCTTCGAAAATAATTTCTTAAATGAGCAATTTTCAGGAGAGAAGAGCGTTCTT  
148009 
 
Query  42030   TATAGCATCCCACAAATAAAGCAAAGAGGAAAGGGATAAATGGAAATAAATTAACACTAG  
42089 
               |||||| |||||||||||||||| |||| ||||||||||||||||||||||||||||||| 
Sbjct  148008  TATAGCTTCCCACAAATAAAGCAGAGAGAAAAGGGATAAATGGAAATAAATTAACACTAG  
147949 
 
Query  42090   TTTTTGTTACAAATGTTCTAGGTAATTAGTTTCTTGAAATTTTAAAATAAGGAGAAAGAT  
42149 
               ||||||||||||||||||||||||||||||||||||  |||||||||||||||||||||  
Sbjct  147948  TTTTTGTTACAAATGTTCTAGGTAATTAGTTTCTTGGGATTTTAAAATAAGGAGAAAGAA  
147889 
 
Query  42150   GTCTATCTATTCCTCATCTCTTTCACTCACTTGGATACTTTTTATTCCTGTGTGGAATGA  
42209 
               ||||||||||||||||||||||||||||||||||| |||||||||||||||||||||||| 
Sbjct  147888  GTCTATCTATTCCTCATCTCTTTCACTCACTTGGACACTTTTTATTCCTGTGTGGAATGA  
147829 
 
295 
 
Query  42210   GGGaaaaaaaaTATTTGTCACAAAGTTATAAATACATTTACATCAAATTTTCTCAAGAGA  
42269 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  147828  GGGAAAAAAAATATTTGTCACAAAGTTATAAATACATTTACATCAAATTTTCTCAAGAGA  
147769 
 
Query  42270   GTGCGTTGACTGCTGTTACTAGTGTATGCGTTGTTGCTGCGAGTTTGTTCATGTGACTGT  
42329 
               ||||| |||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  147768  GTGCGCTGACTGCTGTTACTAGTGTATGCGTTGTTGCTGCGAGTTTGTTCATGTGACTGT  
147709 
 
Query  42330   GTCGAAAAGGTCAGTTACTGATTTTTCATATATGTTTAGATTCATTATATTCGAGCACCA  
42389 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  147708  GTCGAAAAGGTCAGTTACTGATTTTTCATATATGTTTAGATTCATTATATTCGAGCACCA  
147649 
 
Query  42390   CTTGTAATATACGTATTTCATAATTGCCTTTCTTACACATATAGCATATTTGCATTTCGT  
42449 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  147648  CTTGTAATATACGTATTTCATAATTGCCTTTCTTACACATATAGCATATTTGCATTTCGT  
147589 
 
Query  42450   CTGATAATTAATATTGCATATGGCTGCTGTAACATGCCTTAATGTTCTATGTTCGTTGTT  
42509 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  147588  CTGATAATTAATATTGCATATGGCTGCTGTAACATGCCTTAATGTTCTATGTTCGTTGTT  
147529 
 
Query  42510   AGATTCTTGACAATTACCGAACCATTCAATAGCTTCATTCTATATTCACTTATCTCATAC  
42569 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  147528  AGATTCTTGACAATTACCGAACCATTCAATAGCTTCATTCTATATTCACTTATCTCATAC  
147469 
 
Query  42570   GTGTACTTCATATGTTGTTTTATGGTGTGTATATTGCAATTGATGTCTGAGGTCAACATT  
42629 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  147468  GTGTACTTCATATGTTGTTTTATGGTGTGTATATTGCAATTGATGTCTGAGGTCAACATT  
147409 
 
Query  42630   TATAACATTGCAAAGTGTGCTTCAAACATTTGTAACATCTCGTCtttttttaaataaatt  
42689 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  147408  TATAACATTGCAAAGTGTGCTTCAAACATTTGTAACATCTCGTCTTTTTTTAAATAAATT  
147349 
 
Query  42690   aaaaagcattttatttaaaaataaatagagtttttgaaaaataataagatttttataatt  
42749 
                ||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  147348  TAAAAGCATTTTATTTAAAAATAAATAGAGTTTTTGAAAAATAATAAGATTTTTATAATT  
147289 
 
Query  42750   aaataaattaggaaaaataattttattaattaaaataatagtttgaaggaaaataaaaaa  
42809 
               ||||||||||| |||||||||||||||||||||||||||||||||||||||||||||||| 
296 
 
Sbjct  147288  AAATAAATTAGAAAAAATAATTTTATTAATTAAAATAATAGTTTGAAGGAAAATAAAAAA  
147229 
 
Query  42810   gaatattttatttattCATTTGATAGGGAGtaaaaatagaattttttttataaaataata  
42869 
               |||||||||||||||||||||||||||||||||||||||||||||||| ||||||||||| 
Sbjct  147228  GAATATTTTATTTATTCATTTGATAGGGAGTAAAAATAGAATTTTTTTAATAAAATAATA  
147169 
 
Query  42870   aaataaagaaaagatagagtaaataataaattgagagtatcatatctataaatagaCATA  
42929 
               ||||||||||||| |||||||||||||||||| |||||| |||||||||||||||||||| 
Sbjct  147168  AAATAAAGAAAAGCTAGAGTAAATAATAAATTAAGAGTACCATATCTATAAATAGACATA  
147109 
 
Query  42930   TTAGATTAGATTTTACACACAATATAtttctactgtttcttcctttcaaattcgttcttt  
42989 
               |||||| |||||||||||| |||||||||||||||| ||||||||||||||||||||||| 
Sbjct  147108  TTAGATCAGATTTTACACATAATATATTTCTACTGTCTCTTCCTTTCAAATTCGTTCTTT  
147049 
 
Query  42990   tttctctttcaaaatcttttcttttttcCCACATATACTCAAACCTATCAGGTAAAACTA  
43049 
               |||||||| |||||||||||||||||| |||||||||||||||||||||||||||||||| 
Sbjct  147048  TTTCTCTTCCAAAATCTTTTCTTTTTTTCCACATATACTCAAACCTATCAGGTAAAACTA  
146989 
 
Query  43050   CAATCCTATACTCGTTAATCATGGAATTATCATGAAATTTGAACACCAAGTTTCGAACTC  
43109 
               | |||||||||||||||||||| ||||||||||||||||||||||||||||| | ||||| 
Sbjct  146988  CGATCCTATACTCGTTAATCATTGAATTATCATGAAATTTGAACACCAAGTTCCAAACTC  
146929 
 
Query  43110   ATTTTCTCACATTCCCATCGTTGGAATTTTTAAATA----CTGTGGTGAGAACAATGTCC  
43165 
               ||||||||||||||||||||||||||||||||||||    |||||||||||||||||||| 
Sbjct  146928  ATTTTCTCACATTCCCATCGTTGGAATTTTTAAATAATGTCTGTGGTGAGAACAATGTCC  
146869 
 
Query  43166   CTCACAAGATGCTCTTCCTGCATACATCCAAACTTGTCCCATTAAAACTATGATCTCGGA  
43225 
               ||||||||||||||||||||||||||||||||||||| |||||||||||||||||||||| 
Sbjct  146868  CTCACAAGATGCTCTTCCTGCATACATCCAAACTTGTTCCATTAAAACTATGATCTCGGA  
146809 
 
Query  43226   TTCATTAACCATTGAATCATTGTGAAATTTAAAAATCAGGTTTGAAACTCATTTTCTCAC  
43285 
                ||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  146808  CTCATTAACCATTGAATCATTGTGAAATTTAAAAATCAGGTTTGAAACTCATTTTCTCAC  
146749 
 
Query  43286   AATCCCACTGTTAGGATTTGTGAAACAATGTCTTCAGTTAGAGAAATGTCCCTCGCACGG  
43345 
               ||||||||| ||||||||||||||||||||||||||||||| |||||||||||||||||| 
Sbjct  146748  AATCCCACTATTAGGATTTGTGAAACAATGTCTTCAGTTAGTGAAATGTCCCTCGCACGG  
146689 
 
297 
 
Query  43346   AGACGGAGACAGTGAAATATGGGTTATAATCATTTCTCTTTTTCTCTAACGTTTGAAAAT  
43405 
               |||||||||||||||||||| |||||||||| ||||||||||||||||| ||| |||||| 
Sbjct  146688  AGACGGAGACAGTGAAATATAGGTTATAATCCTTTCTCTTTTTCTCTAATGTTAGAAAAT  
146629 
 
Query  43406   CCTAGGAAAATTTTGAAGAATCTTAGGAAACCGCTAGAAACGTCGCTATCGTTGTCGGAC  
43465 
               | |||||||||||||||||||||||||||| ||||||||||||| ||||||||||| ||| 
Sbjct  146628  CTTAGGAAAATTTTGAAGAATCTTAGGAAATCGCTAGAAACGTCACTATCGTTGTCAGAC  
146569 
 
Query  43466   TACACATGTGAGCCTGCTTAGAGGTAAGAGATGAGTTTATCGCAATTGAGGTTAGAATAA  
43525 
               ||||||||||||||| |||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  146568  TACACATGTGAGCCTACTTAGAGGTAAGAGATGAGTTTATCGCAATTGAGGTTAGAATAA  
146509 
 
Query  43526   ACATGTGTAGGGATCTTTAGAAGATTAAATTTGAGTTTATTTTTGGATGTTTATTGAATT  
43585 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  146508  ACATGTGTAGGGATCTTTAGAAGATTAAATTTGAGTTTATTTTTGGATGTTTATTGAATT  
146449 
 
Query  43586   ACAATTCATCCTTTATGATTATAATTATGATATTGTTGTGTTTGACGAACCAATTGATGT  
43645 
               |||||||||||||||||||||||||||||||||||||||||||||||  ||||||||||| 
Sbjct  146448  ACAATTCATCCTTTATGATTATAATTATGATATTGTTGTGTTTGACGGGCCAATTGATGT  
146389 
 
Query  43646   CCTGATGTGAattgattgataaaattgagtgctatttgtttttgtattttttgcttatga  
43705 
               ||||| ||||||||||||||||||||||||||||||||||||||| ||||||||       
Sbjct  146388  CCTGAAGTGAATTGATTGATAAAATTGAGTGCTATTTGTTTTTGTGTTTTTTGC------  
146335 
 
Query  43706   ttttgattcctttgattttgttatgattatgtgaaattgtttgaAGGGTTTTACTCCCCA  
43765 
                        ||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  146334  ---------CTTTGATTTTGTTATGATTATGTGAAATTGTTTGAAGGGTTTTACTCCCCA  
146284 
 
Query  43766   TGTGAGAAACATTTTTGTATAATTCGTTTGTGTTTTGGACAAAATTTATTATATTAGTGT  
43825 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  146283  TGTGAGAAACATTTTTGTATAATTCGTTTGTGTTTTGGACAAAATTTATTATATTAGTGT  
146224 
 
Query  43826   GATAAATTGTTATATTGAGATTATAACAATGTGACTGAGATTGAGCGTATGTGATAAATT  
43885 
               |||||||||||||||||||||||||||         |||||||||||||||||||||||| 
Sbjct  146223  GATAAATTGTTATATTGAGATTATAAC---------GAGATTGAGCGTATGTGATAAATT  
146173 
 
Query  43886   GAGTGCGTGTTGAATTGTAAGATACATGTGTATTGAAATATTGTGTGCATTGAGTTGTGA  
43945 
               |||||||||||||||| ||| ||||||||||||||||||||||||||||| ||||| ||| 
298 
 
Sbjct  146172  GAGTGCGTGTTGAATTATAAAATACATGTGTATTGAAATATTGTGTGCATGGAGTTTTGA  
146113 
 
Query  43946   GCTATGTACCGTACCACCACACGACTATAAGACCCTTTCAGAACGATGAGTTAATGTGCG  
44005 
               | |||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  146112  GTTATGTACCGTACCACCACACGACTATAAGACCCTTTCAGAACGATGAGTTAATGTGCG  
146053 
 
Query  44006   ACGAGTATTGTGATGAGAACCATTGTGGGAACTCGACGAGTTTAATCACTTTGAGGCGCG  
44065 
               |||||||||||||||||||||||||||| ||||||||||||||||||||||||||||||| 
Sbjct  146052  ACGAGTATTGTGATGAGAACCATTGTGGAAACTCGACGAGTTTAATCACTTTGAGGCGCG  
145993 
 
Query  44066   ATGAGATAAAATTATTTTGAGAACAATTGAGGAGTCGGGTGTTTTGTACAGTTCATAAAT  
44125 
               ||||||||||||||||||||||||||||||||||||| |||||||||||||||||||||| 
Sbjct  145992  ATGAGATAAAATTATTTTGAGAACAATTGAGGAGTCGAGTGTTTTGTACAGTTCATAAAT  
145933 
 
Query  44126   AGAGTATAGGTGCTAAAATATTTTCTAGGTTGGACCTGAATCAAGAGGGAGAGGTCCTAA  
44185 
               ||||| | |||||||||||||||||||||||| ||||||||||||||||||||||||||| 
Sbjct  145932  AGAGTCTGGGTGCTAAAATATTTTCTAGGTTGAACCTGAATCAAGAGGGAGAGGTCCTAA  
145873 
 
Query  44186   CGGACTCTTTAGAGTGTAGGCCTTAGGGGTAAATATACTCGGTTTGAATGTTCCTTGAAA  
44245 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  145872  CGGACTCTTTAGAGTGTAGGCCTTAGGGGTAAATATACTCGGTTTGAATGTTCCTTGAAA  
145813 
 
Query  44246   CCTATGTTGATTTCGTATGATTGAAGTGTTCTCGCAAAACAGAGTGACCCTAACTAATCT  
44305 
               ||||||||||||||||||||||||||||||||||||||| |||||||||||||||||||| 
Sbjct  145812  CCTATGTTGATTTCGTATGATTGAAGTGTTCTCGCAAAATAGAGTGACCCTAACTAATCT  
145753 
 
Query  44306   CCTTATGATTTTATCTAGTGAGAGTGACCTGACTTACCAGTGTGTGGTTTATCTTGTCAT  
44365 
               ||||||||||||||||| |||||||||||||||||||||||||||||||||||||||||| 
Sbjct  145752  CCTTATGATTTTATCTAATGAGAGTGACCTGACTTACCAGTGTGTGGTTTATCTTGTCAT  
145693 
 
Query  44366   ATACTTCTAGGCGCCCGATGAGATTTTTCACTGACATGATACCACATTACATATAGGATT  
44425 
               ||||||||||||||| |||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  145692  ATACTTCTAGGCGCCTGATGAGATTTTTCACTGACATGATACCACATTACATATAGGATT  
145633 
 
Query  44426   AAGTCTTAGTATATTTGTTGCATAACGCTTGTGCATTGATCGATATTGATTGGTTGAGTG  
44485 
               ||||||||||||||||||||||||||||||||| |||| ||||||||||||||||||||| 
Sbjct  145632  AAGTCTTAGTATATTTGTTGCATAACGCTTGTGTATTGGTCGATATTGATTGGTTGAGTG  
145573 
 
299 
 
Query  44486   ATATTGTGTTTCGATCCTTGAGTACGTAAATAATGTGAAAATGTGTGAGATGTGTAGTGT  
44545 
               |||||||||||||||||||||| ||||||||||||||||||||||||||||||||||||| 
Sbjct  145572  ATATTGTGTTTCGATCCTTGAGCACGTAAATAATGTGAAAATGTGTGAGATGTGTAGTGT  
145513 
 
Query  44546   TGAGATGTGATGTTACACGATAAGTGATGGAATGATGTGAGCTATGTTTAAGTAAGCTAT  
44605 
               ||||||||||||||||||||||||||||||||||||||||||||||||||||| || ||| 
Sbjct  145512  TGAGATGTGATGTTACACGATAAGTGATGGAATGATGTGAGCTATGTTTAAGTGAGTTAT  
145453 
 
Query  44606   ATTTCATTTATATAATATGTATATCTACATATTGTCTCGTTTCTCTCTATTAGTTGGGAA  
44665 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  145452  ATTTCATTTATATAATATGTATATCTACATATTGTCTCGTTTCTCTCTATTAGTTGGGAA  
145393 
 
Query  44666   TGTGATAACTCATTCCCTGTGTGCTGTTTGTGTTTGGATCTTGTGATGATCTCGAACCTT  
44725 
               |||||||||||||||| ||| ||||||||||||||||||||||||||||||||||||||| 
Sbjct  145392  TGTGATAACTCATTCCTTGTATGCTGTTTGTGTTTGGATCTTGTGATGATCTCGAACCTT  
145333 
 
Query  44726   GTGTTCGTGGGAGCAAACGACTAGATGGATTGCTTTAAGAAATCTTATGTTGGAGGATGT  
44785 
               ||||| |||| |||||| |||||||||||||||||||||||||||||||||||||||||| 
Sbjct  145332  GTGTTTGTGGAAGCAAATGACTAGATGGATTGCTTTAAGAAATCTTATGTTGGAGGATGT  
145273 
 
Query  44786   CGGAACAAAATGATCTAATAGAATGTGACATTGAGACATAAGTTTCTGGTTTAATTGCAT  
44845 
               ||||| |||||||||| ||||||| ||||||||||||||||||||||||||||||||||| 
Sbjct  145272  CGGAATAAAATGATCTGATAGAATATGACATTGAGACATAAGTTTCTGGTTTAATTGCAT  
145213 
 
Query  44846   GATGTTGAGCCGAAAATGTTTCTCACAAATTTTATTTGGTAATAGTAAAGTGAATGTGAA  
44905 
               ||||||||||||||||||||||| |||||||||||||| ||||||||||||||||||||| 
Sbjct  145212  GATGTTGAGCCGAAAATGTTTCTGACAAATTTTATTTGATAATAGTAAAGTGAATGTGAA  
145153 
 
Query  44906   TACTTTACCCACGTGAACTCttatatgtttaaaataaaatctcattttatataattctat  
44965 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  145152  TACTTTACCCACGTGAACTCTTATATGTTTAAAATAAAATCTCATTTTATATAATTCTAT  
145093 
 
Query  44966   attttcatatattttattatttaaatatgtatatCGAGGTAGAATGTGTAAGAGGATTTA  
45025 
               ||||| |||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  145092  ATTTTTATATATTTTATTATTTAAATATGTATATCGAGGTAGAATGTGTAAGAGGATTTA  
145033 
 
Query  45026   TACCTTATGGTTGCATTATGTGCATTACAAAAACATTTCACCCaaaaaaaaaaagaagaa  
45085 
               |||||||||||||||||||||||||||| ||||||||||||||||||||||||    ||| 
300 
 
Sbjct  145032  TACCTTATGGTTGCATTATGTGCATTACCAAAACATTTCACCCAAAAAAAAAA----GAA  
144977 
 
Query  45086   gaaaaaaTCAAATTCCATCCAGCATAATGGAACAAAGAAAGATTGGAGATGACAAGAAAC  
45145 
               ||||||||||||||||||| |||||||||||||||||||||||||||||||||||||||| 
Sbjct  144976  GAAAAAATCAAATTCCATCTAGCATAATGGAACAAAGAAAGATTGGAGATGACAAGAAAC  
144917 
 
Query  45146   GGATAATTAATACAATCATAGATCTTTCCTTTAGTGCACTTAATCTGCAAGCAGTAGTGT  
45205 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  144916  GGATAATTAATACAATCATAGATCTTTCCTTTAGTGCACTTAATCTGCAAGCAGTAGTGT  
144857 
 
Query  45206   GATATTCACTATTCAGTGTTAATTACTCACTGCCACAGGATAATAAATCTTCCTTCAGAG  
45265 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  144856  GATATTCACTATTCAGTGTTAATTACTCACTGCCACAGGATAATAAATCTTCCTTCAGAG  
144797 
 
Query  45266   TATTAGTTATTAGAGGGCCTTTTGGAAATTTTCATATAATTTCAAATTCAAAAGTTCCCA  
45325 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  144796  TATTAGTTATTAGAGGGCCTTTTGGAAATTTTCATATAATTTCAAATTCAAAAGTTCCCA  
144737 
 
Query  45326   TCAAGTTTAATGGACAACATAAGGATTATGTGAAAAGGCGTGATTCATGAACAACCTTAA  
45385 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  144736  TCAAGTTTAATGGACAACATAAGGATTATGTGAAAAGGCGTGATTCATGAACAACCTTAA  
144677 
 
Query  45386   AGATGTTTGCATGAAGATGTAATCAAGAGTCAGACCTACAACGATAATACTTAGAGCAGC  
45445 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  144676  AGATGTTTGCATGAAGATGTAATCAAGAGTCAGACCTACAACGATAATACTTAGAGCAGC  
144617 
 
Query  45446   CTCTACTTTGAGGATTTGAGGGGGGAGGAAGACACCCTCCAGTTTTACTATAAGCTTCAC  
45505 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  144616  CTCTACTTTGAGGATTTGAGGGGGGAGGAAGACACCCTCCAGTTTTACTATAAGCTTCAC  
144557 
 
Query  45506   CAGAGCCACCACCATTACAAACTGGTTTGTCTCTCTGTAAAGCTCCATTGGAAATGTATG  
45565 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  144556  CAGAGCCACCACCATTACAAACTGGTTTGTCTCTCTGTAAAGCTCCATTGGAAATGTATG  
144497 
 
Query  45566   ATCTCTTCTGCTCCAGAAACCTTCGGCTTATTTCAGACTCCATCAACAGCTCATCTTCTC  
45625 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||  
Sbjct  144496  ATCTCTTCTGCTCCAGAAACCTTCGGCTTATTTCAGACTCCATCAACAGCTCATCTTCTT  
144437 
 
301 
 
Query  45626   GATTGCATTCAGCTATGGAACCATTGCATGTGCTTGCATGACTTTTCAATGAGAGCACGG  
45685 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  144436  GATTGCATTCAGCTATGGAACCATTGCATGTGCTTGCATGACTTTTCAATGAGAGCACGG  
144377 
 
Query  45686   TGCAGCTGGTGAAATGCATAGAGCTGAAGAGCATGAAGTAGCAGAAACAAACAAGTCTAA  
45745 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  144376  TGCAGCTGGTGAAATGCATAGAGCTGAAGAGCATGAAGTAGCAGAAACAAACAAGTCTAA  
144317 
 
Query  45746   TGGTGGATGATTTTGAGGCCATTCTTCTGTTCTGTGTCTTGGATTGGATGTACCCTTCCT  
45805 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  144316  TGGTGGATGATTTTGAGGCCATTCTTCTGTTCTGTGTCTTGGATTGGATGTACCCTTCCT  
144257 
 
Query  45806   TCCACTCTCCACTAAGAAGCACTATATAGAGAATATTATAATATATGACACCACCTTTTT  
45865 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  144256  TCCACTCTCCACTAAGAAGCACTATATAGAGAATATTATAATATATGACACCACCTTTTT  
144197 
 
Query  45866   GAAAAGGTGCAAGTTGCATTAGTGATAAGCTGATAGAGCGCACTTCACCAAACCTTTTGG  
45925 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  144196  GAAAAGGTGCAAGTTGCATTAGTGATAAGCTGATAGAGCGCACTTCACCAAACCTTTTGG  
144137 
 
Query  45926   ACAACAAGGAAATTATGTTATTTTCCATGTGCTACAGATGAttttttttCTCTTTTCTGT  
45985 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  144136  ACAACAAGGAAATTATGTTATTTTCCATGTGCTACAGATGATTTTTTTTCTCTTTTCTGT  
144077 
 
Query  45986   GAAGACTTCTGATTTACTCTGCTAATAAGCGATTGCATATGTATGAGATAACTGAGATTA  
46045 
               ||||||| |||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  144076  GAAGACTACTGATTTACTCTGCTAATAAGCGATTGCATATGTATGAGATAACTGAGATTA  
144017 
 
Query  46046   GGTTGCTCTTGGAAGATAAAATTCTAATATGTCTCAAGTATATTGTATACTATAAATATA  
46105 
               ||||||||||||||||||||||||||||||||| |||||||||||||||||||||||||| 
Sbjct  144016  GGTTGCTCTTGGAAGATAAAATTCTAATATGTCCCAAGTATATTGTATACTATAAATATA  
143957 
 
Query  46106   GAGTAATTAAAAATTCCATACCAAATAAGACTTTTTTGTTAGTACCCCATATTGAAAAAA  
46165 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  143956  GAGTAATTAAAAATTCCATACCAAATAAGACTTTTTTGTTAGTACCCCATATTGAAAAAA  
143897 
 
Query  46166   TATGTATAGAAAACATGTGGTTGGTTGTGGCATCTGAATATGATGATAtttttttGGTTC  
46225 
               ||||||||||||||||||||||||||||||| |||||||||||||||| ||||||||||| 
302 
 
Sbjct  143896  TATGTATAGAAAACATGTGGTTGGTTGTGGCTTCTGAATATGATGATAATTTTTTGGTTC  
143837 
 
Query  46226   TTAGTTTTGTCCCTCCTTTGGTAAAATCTAAGTTCATAAAAATTTGTGCAAAATGATGGG  
46285 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  143836  TTAGTTTTGTCCCTCCTTTGGTAAAATCTAAGTTCATAAAAATTTGTGCAAAATGATGGG  
143777 
 
Query  46286   AGTAAATAGTTACTTAACTGTTTTAGCTAAGTTTCTTATTTGAAGCCCTTACCCTTAACA  
46345 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  143776  AGTAAATAGTTACTTAACTGTTTTAGCTAAGTTTCTTATTTGAAGCCCTTACCCTTAACA  
143717 
 
Query  46346   CACATTTAAGTATACATGAAAACAAATGTGGCGTTGGGTGAATAGGATTATAGGAAGGGT  
46405 
               |||||||||||||||| ||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  143716  CACATTTAAGTATACAAGAAAACAAATGTGGCGTTGGGTGAATAGGATTATAGGAAGGGT  
143657 
 
Query  46406   ATTATCATGGCAAAAGAAAAAGGAGAGAACAGAGGCAAAGGTGTGTGTGTTGATATAATC  
46465 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  143656  ATTATCATGGCAAAAGAAAAAGGAGAGAACAGAGGCAAAGGTGTGTGTGTTGATATAATC  
143597 
 
Query  46466   ATACATCTAAAATATTTGGTACATATTCCTCGAAGTTGCCCCACCTAAACTCTCAGTCTT  
46525 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  143596  ATACATCTAAAATATTTGGTACATATTCCTCGAAGTTGCCCCACCTAAACTCTCAGTCTT  
143537 
 
Query  46526   CTATCAGACAATGGACCTCAACATACAGTTGTGGTGGGATCCCTATGGATTTCGGGATTT  
46585 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  143536  CTATCAGACAATGGACCTCAACATACAGTTGTGGTGGGATCCCTATGGATTTCGGGATTT  
143477 
 
Query  46586   ACTTTGACTCTAATAAAACGAAGACATGACTTTGAGTTCCTTTCACACCAATATCAAATT  
46645 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  143476  ACTTTGACTCTAATAAAACGAAGACATGACTTTGAGTTCCTTTCACACCAATATCAAATT  
143417 
 
Query  46646   ATTGCACTCATGGAAATTGTAAAGCCAAGGATGGTTCCAAGCATTTACTTAATTTCTTCC  
46705 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  143416  ATTGCACTCATGGAAATTGTAAAGCCAAGGATGGTTCCAAGCATTTACTTAATTTCTTCC  
143357 
 
Query  46706   TCCATTATTTTAGTTTAATTACACAAAGTGGCACACACTGCAAAGGTTTGAATTTTCACA  
46765 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  143356  TCCATTATTTTAGTTTAATTACACAAAGTGGCACACACTGCAAAGGTTTGAATTTTCACA  
143297 
 
303 
 
Query  46766   CCTTGCATAGCATTCTTGGAAGCATTTCTCATCAATAATATGAACTAGTTTGCTTCAACC  
46825 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  143296  CCTTGCATAGCATTCTTGGAAGCATTTCTCATCAATAATATGAACTAGTTTGCTTCAACC  
143237 
 
Query  46826   TGATACTGTGTTTGGATAAGTACTACTATTTTACATCGAGACAAATGCAGGCTTCAATAG  
46885 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  143236  TGATACTGTGTTTGGATAAGTACTACTATTTTACATCGAGACAAATGCAGGCTTCAATAG  
143177 
 
Query  46886   TAGCAAACAATTTGGACTTGGCAATAATTTATTTTCATATATTTAACATGATAAAAACAA  
46945 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  143176  TAGCAAACAATTTGGACTTGGCAATAATTTATTTTCATATATTTAACATGATAAAAACAA  
143117 
 
Query  46946   AATAGGGTAGTGAAGttttttttttttt---GCACGTAGGACACAACAAtttttttt-AT  
47001 
               ||||||||||||||||||||||||||||   ||||||||||||||| |||||||||| || 
Sbjct  143116  AATAGGGTAGTGAAGTTTTTTTTTTTTTTTTGCACGTAGGACACAATAATTTTTTTTTAT  
143057 
 
Query  47002   GGACACAGTTTGTATTCATTTAGGAGGTTCAAATGATCAGAGGGTTTTTGTAAAGTGGGA  
47061 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  143056  GGACACAGTTTGTATTCATTTAGGAGGTTCAAATGATCAGAGGGTTTTTGTAAAGTGGGA  
142997 
 
Query  47062   CAAAGGGGTTTGATGTTGGATTCACTACACTTCATAAAATAGATGTAGACTGTCGAGTCC  
47121 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  142996  CAAAGGGGTTTGATGTTGGATTCACTACACTTCATAAAATAGATGTAGACTGTCGAGTCC  
142937 
 
Query  47122   ACAAAATAAATATTTTGAATATATTAAAAAATTGCTCCATGCCACACATTTGTGGGACAA  
47181 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  142936  ACAAAATAAATATTTTGAATATATTAAAAAATTGCTCCATGCCACACATTTGTGGGACAA  
142877 
 
Query  47182   CAAAAGTAGCTACATGCTATAACAATTTTTCTTAGCTTCAAAGAAAGATATTGATCTTCA  
47241 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  142876  CAAAAGTAGCTACATGCTATAACAATTTTTCTTAGCTTCAAAGAAAGATATTGATCTTCA  
142817 
 
Query  47242   TGTCATTATACAGTTTATTATGGTGCCTGTATTATTATCTTGTGTTTACAAAGCAGAAGC  
47301 
               ||||||||||||||||||||| |||||||||||||||||||||||||||||||||||||| 
Sbjct  142816  TGTCATTATACAGTTTATTATTGTGCCTGTATTATTATCTTGTGTTTACAAAGCAGAAGC  
142757 
 
Query  47302   CAAAACAACACACATGGCCAGGAAAACACTCATCAATTCATCATAGACGACTGCATAAAT  
47361 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
304 
 
Sbjct  142756  CAAAACAACACACATGGCCAGGAAAACACTCATCAATTCATCATAGACGACTGCATAAAT  
142697 
 
Query  47362   ATAAAAGATGAAAAATAGGTATATGATTTCCTTATTCTTCCCATTGAACGAACTGAAGAC  
47421 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  142696  ATAAAAGATGAAAAATAGGTATATGATTTCCTTATTCTTCCCATTGAACGAACTGAAGAC  
142637 
 
Query  47422   TTCATTTTCTGCATTTGCATATCCTGGAGCATCCTCTGTTGTAAGGATTTGATGCTGGCG  
47481 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  142636  TTCATTTTCTGCATTTGCATATCCTGGAGCATCCTCTGTTGTAAGGATTTGATGCTGGCG  
142577 
 
Query  47482   GTAGGCAGTTTTTGCTACATGGTGCTATGTTGCGCTTGGTAACTTCCATAATAATGTACT  
47541 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  142576  GTAGGCAGTTTTTGCTACATGGTGCTATGTTGCGCTTGGTAACTTCCATAATAATGTACT  
142517 
 
Query  47542   TGTTTGCCTTTTTAGCATGATTTTGAGATTTTTGAGACTCCATTTCCACCCTTCACAAAA  
47601 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  142516  TGTTTGCCTTTTTAGCATGATTTTGAGATTTTTGAGACTCCATTTCCACCCTTCACAAAA  
142457 
 
Query  47602   GCTTACTGCTTCATTCCTTACAAATCATTGCATTTTCTGGTACTGGTTTTGGGGTTAAGT  
47661 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  142456  GCTTACTGCTTCATTCCTTACAAATCATTGCATTTTCTGGTACTGGTTTTGGGGTTAAGT  
142397 
 
Query  47662   CTGTCCATTTATAGTGCTAATACTTGAAAAATGAGAAATGAGAACCATTGGAGGTGGCCA  
47721 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  142396  CTGTCCATTTATAGTGCTAATACTTGAAAAATGAGAAATGAGAACCATTGGAGGTGGCCA  
142337 
 
Query  47722   CGGAATAAGGCATAAGGAATAGGTTCACCTCCAACTACTTAATTTTGCACACAACTTTTC  
47781 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  142336  CGGAATAAGGCATAAGGAATAGGTTCACCTCCAACTACTTAATTTTGCACACAACTTTTC  
142277 
 
Query  47782   TCTAGAAACTAGAAAGTTGATTCTATCATAATGTTGTTCAATCTCATTTATTTTTTCTTT  
47841 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  142276  TCTAGAAACTAGAAAGTTGATTCTATCATAATGTTGTTCAATCTCATTTATTTTTTCTTT  
142217 
 
Query  47842   AGTTTTAAGTAATGGTATTGTTGAAATAACTGTTATAATCTCATAGATAATTCCACTAAT  
47901 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  142216  AGTTTTAAGTAATGGTATTGTTGAAATAACTGTTATAATCTCATAGATAATTCCACTAAT  
142157 
 
305 
 
Query  47902   TACCAAACAGAGGTTATTTACAAAAGTCCATCCAAATGAGCCACAGTCATTTTCAAAATA  
47961 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  142156  TACCAAACAGAGGTTATTTACAAAAGTCCATCCAAATGAGCCACAGTCATTTTCAAAATA  
142097 
 
Query  47962   GTTGGAGTCCTAATTAGAATGAATTATTAGTCTTCAACACCACATGAATGACCAAGGTGC  
48021 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  142096  GTTGGAGTCCTAATTAGAATGAATTATTAGTCTTCAACACCACATGAATGACCAAGGTGC  
142037 
 
Query  48022   CCTACAAGTTACCATCTGACAATCACAATTCACAAACCAAACGTTCATATACCAAAAATC  
48081 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  142036  CCTACAAGTTACCATCTGACAATCACAATTCACAAACCAAACGTTCATATACCAAAAATC  
141977 
 
Query  48082   ACATATATAAGATTCCCCCCGCCCCTTATAACTTAACAACGAGAATATTCACTGCATAAG  
48141 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  141976  ACATATATAAGATTCCCCCCGCCCCTTATAACTTAACAACGAGAATATTCACTGCATAAG  
141917 
 
Query  48142   TTCTGAATTTATGATTAAAATTATTTGTGCATTGATTTGTTAAGAAGTACATCATATTGA  
48201 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  141916  TTCTGAATTTATGATTAAAATTATTTGTGCATTGATTTGTTAAGAAGTACATCATATTGA  
141857 
 
Query  48202   AATGATTTGGTTGGGTTGTGATTTCAAATGCATTCAAATGGGAACAAGCAACGTAGAAGG  
48261 
               ||||||||||||||||||||||||||||| |||||||||||||||||||||||||||||| 
Sbjct  141856  AATGATTTGGTTGGGTTGTGATTTCAAATACATTCAAATGGGAACAAGCAACGTAGAAGG  
141797 
 
Query  48262   TGCAGCACATTCATGATGTGAATGAAAATCATAGAATCCCAAGTAAGGCCATTAATCTAG  
48321 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  141796  TGCAGCACATTCATGATGTGAATGAAAATCATAGAATCCCAAGTAAGGCCATTAATCTAG  
141737 
 
Query  48322   AATGTTACTCCAATAGAGATTTACTCAATCAGAAGACCCAAATTTTGTAGGTGAGCAAGA  
48381 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  141736  AATGTTACTCCAATAGAGATTTACTCAATCAGAAGACCCAAATTTTGTAGGTGAGCAAGA  
141677 
 
Query  48382   TTTATTTCACAGAGAACACTGTTTAGGATGATGTAAATGAGAAAGTACGGAAAACTACAT  
48441 
               ||||||||| |||||||||||||||||||||||||||||||||||||| ||||||||||| 
Sbjct  141676  TTTATTTCATAGAGAACACTGTTTAGGATGATGTAAATGAGAAAGTACTGAAAACTACAT  
141617 
 
Query  48442   GACAATATAACTTTATTACAATGCAACCATCATACATATGCAACTATTATTTATTTATAA  
48501 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
306 
 
Sbjct  141616  GACAATATAACTTTATTACAATGCAACCATCATACATATGCAACTATTATTTATTTATAA  
141557 
 
Query  48502   CATTAGCCCACCTCGATTCATTCTAGGACTAAGGATTTTATTCACATGGATATTGCTTGT  
48561 
               ||||||||| |||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  141556  CATTAGCCCTCCTCGATTCATTCTAGGACTAAGGATTTTATTCACATGGATATTGCTTGT  
141497 
 
Query  48562   AGCCTGGCCTCAAGTAGCATAGCTATTAAATCCATATATCTGAAGTGCAGTCACCACCAG  
48621 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  141496  AGCCTGGCCTCAAGTAGCATAGCTATTAAATCCATATATCTGAAGTGCAGTCACCACCAG  
141437 
 
Query  48622   GATATCTCATCTCATGGGCAAGGCAGGGACCCCCAGGCTCAGCTCCAAAGTCAACAAAGA  
48681 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  141436  GATATCTCATCTCATGGGCAAGGCAGGGACCCCCAGGCTCAGCTCCAAAGTCAACAAAGA  
141377 
 
Query  48682   AATTAGGGTTAATTTTCAGACCACCATTTTCAGTATCAACATCAATCTGTAACATGTGGG  
48741 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  141376  AATTAGGGTTAATTTTCAGACCACCATTTTCAGTATCAACATCAATCTGTAACATGTGGG  
141317 
 
Query  48742   ATCCTTTCTCTACAAGCTCTGGATAAAATTGTTTATCCCATGCACTGAAGAGTGAGTTTG  
48801 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  141316  ATCCTTTCTCTACAAGCTCTGGATAAAATTGTTTATCCCATGCACTGAAGAGTGAGTTTG  
141257 
 
Query  48802   TAACATATACCCGCTTACCATCCAGACTCAACTGAATCATCTGAGGGCCAGCTCTCAACT  
48861 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  141256  TAACATATACCCGCTTACCATCCAGACTCAACTGAATCATCTGAGGGCCAGCTCTCAACT  
141197 
 
Query  48862   TATTTCCCTGAAATTAAAAATTTTGATCTCTTCACCTTCAACCACTAAAGGGTCAAAATT  
48921 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  141196  TATTTCCCTGAAATTAAAAATTTTGATCTCTTCACCTTCAACCACTAAAGGGTCAAAATT  
141137 
 
Query  48922   TAAAGTGCAATTATTTACCACGTTTAAGCATAACACAAGATAAAATACAAAAGTGACAAA  
48981 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  141136  TAAAGTGCAATTATTTACCACGTTTAAGCATAACACAAGATAAAATACAAAAGTGACAAA  
141077 
 
Query  48982   AAGTTTGAAGGCACCAATGTAATGCACAAGTCTATTATATCTAGTACATCTAAGAACCAA  
49041 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  141076  AAGTTTGAAGGCACCAATGTAATGCACAAGTCTATTATATCTAGTACATCTAAGAACCAA  
141017 
 
307 
 
Query  49042   TCAACTCCAAACATGGGAGAAATCAACAAGCATGACACTAGAATCACTAATTTCAAAAGT  
49101 
               ||||||||||||||| |||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  141016  TCAACTCCAAACATGTGAGAAATCAACAAGCATGACACTAGAATCACTAATTTCAAAAGT  
140957 
 
Query  49102   TAAACTGCACAAACCTGGATGTCTGGAACATCAGATTGCCAAGTATTACCATCTTCGGTT  
49161 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  140956  TAAACTGCACAAACCTGGATGTCTGGAACATCAGATTGCCAAGTATTACCATCTTCGGTT  
140897 
 
Query  49162   ATTGCTACTATAGGGCTTCCTTTCTGAAGTAGTCCCCCAACCCATACTTGGCCAGTCAGT  
49221 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  140896  ATTGCTACTATAGGGCTTCCTTTCTGAAGTAGTCCCCCAACCCATACTTGGCCAGTCAGT  
140837 
 
Query  49222   ACAGGATTTTTAGGGTCCTCAATGTTATATTGTCTAATATCACCATGAAGCCAATTCACA  
49281 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  140836  ACAGGATTTTTAGGGTCCTCAATGTTATATTGTCTAATATCACCATGAAGCCAATTCACA  
140777 
 
Query  49282   AAGTACAGAAACCGATCATCAAGAGATATCAGAAAATCAGTTATAAGCCCAGGCATTTCT  
49341 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  140776  AAGTACAGAAACCGATCATCAAGAGATATCAGAAAATCAGTTATAAGCCCAGGCATTTCT  
140717 
 
Query  49342   GGAAGAATCCAGTTTTGCACTTTCAATGGTTTCACTGATATTGCAACCTGCAAAGTCAGT  
49401 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  140716  GGAAGAATCCAGTTTTGCACTTTCAATGGTTTCACTGATATTGCAACCTGCAAAGTCAGT  
140657 
 
Query  49402   CTAGTGTGTAAGTATTATTGATCATTATACCTTGGTTGAAGCTGCACAAACGCATACCAG  
49461 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  140656  CTAGTGTGTAAGTATTATTGATCATTATACCTTGGTTGAAGCTGCACAAACGCATACCAG  
140597 
 
Query  49462   ATGACAATATAAAATGAGTATGGATATCTATGAGTAGAGTAGAGTATGAAAATTATATCA  
49521 
               ||||||||| |||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  140596  ATGACAATACAAAATGAGTATGGATATCTATGAGTAGAGTAGAGTATGAAAATTATATCA  
140537 
 
Query  49522   TCTCTATTATTTCATATGAGCACAGATACAATATATAGAAAAGGTGAAGAAAATTATAAA  
49581 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||| ||| 
Sbjct  140536  TCTCTATTATTTCATATGAGCACAGATACAATATATAGAAAAGGTGAAGAAAATTAAAAA  
140477 
 
Query  49582   GGAAATTCCAAGAACCAGGAATCCCAAAATTATAGGAATGAAATAAAAATAGAATAGCTG  
49641 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
308 
 
Sbjct  140476  GGAAATTCCAAGAACCAGGAATCCCAAAATTATAGGAATGAAATAAAAATAGAATAGCTG  
140417 
 
Query  49642   AATGTAAACCTTCTGATTAATGAGATGTCATGATTCTCCTAAAATTTAGGCATTGATTTT  
49701 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  140416  AATGTAAACCTTCTGATTAATGAGATGTCATGATTCTCCTAAAATTTAGGCATTGATTTT  
140357 
 
Query  49702   TTACTATATCCTTTTTGTGTACCTCATGACTCCATGATTCATCCTCGGTCTTGAAAAACC  
49761 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  140356  TTACTATATCCTTTTTGTGTACCTCATGACTCCATGATTCATCCTCGGTCTTGAAAAACC  
140297 
 
Query  49762   GTACCATGTTACTTGACAATGCACACCCAACGAAACCTGTATCTTTAGAAGGATCATGCA  
49821 
               |||||||||||||||||||||||||||| ||||||||||||||||||||||||||||||| 
Sbjct  140296  GTACCATGTTACTTGACAATGCACACCCCACGAAACCTGTATCTTTAGAAGGATCATGCA  
140237 
 
Query  49822   GAAACCTTACCTGCATTTAGGACAAGTTGCTTACAAATTATGCCACCTTTAACATATTAC  
49881 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  140236  GAAACCTTACCTGCATTTAGGACAAGTTGCTTACAAATTATGCCACCTTTAACATATTAC  
140177 
 
Query  49882   TTCACAAGTACAGGCTAGAGAGAAAAAATGTAGCAAAGGACAAACATATTTATGATTAAA  
49941 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  140176  TTCACAAGTACAGGCTAGAGAGAAAAAATGTAGCAAAGGACAAACATATTTATGATTAAA  
140117 
 
Query  49942   TCACAAGTACATTAACATAAAGTGCTTATAATTGGAGGAAATAACTCCAGAATTATTTAT  
50001 
               ||||||||||||||||||||||||||||||||||| |||||||||||||||||||||||| 
Sbjct  140116  TCACAAGTACATTAACATAAAGTGCTTATAATTGGTGGAAATAACTCCAGAATTATTTAT  
140057 
 
Query  50002   TGAGCAATGTACCTCCAAGGGTAGAACCCCTGACTCACCAAGGTCCAATGTTTGTCTCAG  
50061 
               | |||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  140056  TAAGCAATGTACCTCCAAGGGTAGAACCCCTGACTCACCAAGGTCCAATGTTTGTCTCAG  
139997 
 
Query  50062   TTCACCCCCAGGCCAGCTGTATACATGTAGATGCCTCCCATAAAGACCATCAGAGACATG  
50121 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  139996  TTCACCCCCAGGCCAGCTGTATACATGTAGATGCCTCCCATAAAGACCATCAGAGACATG  
139937 
 
Query  50122   CTGTAAGTTAAAACCTTTGGTGAAAGCAGCAGGAGCACCCCATGATGAGCTAATCATAGT  
50181 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  139936  CTGTAAGTTAAAACCTTTGGTGAAAGCAGCAGGAGCACCCCATGATGAGCTAATCATAGT  
139877 
 
309 
 
Query  50182   CTTATGCTGTGGTTGGTACCAGAAGTCATACCCAAATGATGGACTGTGCCCAGGTTTCTC  
50241 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  139876  CTTATGCTGTGGTTGGTACCAGAAGTCATACCCAAATGATGGACTGTGCCCAGGTTTCTC  
139817 
 
Query  50242   CCACCTAACAAATGTGTGCCAAGATACAAACTAGTAACTAGAAAATAATCCACTGAAATG  
50301 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  139816  CCACCTAACAAATGTGTGCCAAGATACAAACTAGTAACTAGAAAATAATCCACTGAAATG  
139757 
 
Query  50302   GTAACTACTTCATTAGTTTCGTAGAACTTTTGTTGAATATGCTGCTATAAAACAATTATT  
50361 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  139756  GTAACTACTTCATTAGTTTCGTAGAACTTTTGTTGAATATGCTGCTATAAAACAATTATT  
139697 
 
Query  50362   TAATGATTCTACACTAAACATTTTGCAAAACTTTAGTCATTTCTAAGCATAGTGGTAAAA  
50421 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  139696  TAATGATTCTACACTAAACATTTTGCAAAACTTTAGTCATTTCTAAGCATAGTGGTAAAA  
139637 
 
Query  50422   TGTCAATCTATGATTGCACCATTTTCCATGTAGACTGTTAATTGATGTTGAAAGAGCAAT  
50481 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  139636  TGTCAATCTATGATTGCACCATTTTCCATGTAGACTGTTAATTGATGTTGAAAGAGCAAT  
139577 
 
Query  50482   TAAAACCACGTCTCACTAAATGCATGCGAAAATGAATAGAATTGGTAATTTAAGAGCATT  
50541 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  139576  TAAAACCACGTCTCACTAAATGCATGCGAAAATGAATAGAATTGGTAATTTAAGAGCATT  
139517 
 
Query  50542   TTGACATCCCAATATGCATTCTTGCATTTCTCAATCTAATCTATAAAAGGGTACCTTCCT  
50601 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  139516  TTGACATCCCAATATGCATTCTTGCATTTCTCAATCTAATCTATAAAAGGGTACCTTCCT  
139457 
 
Query  50602   TTCAAATTAAATTCATGATCAAGGAGAAGAAATCCACTTCCTGCTGCATTTCCATCTTTA  
50661 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  139456  TTCAAATTAAATTCATGATCAAGGAGAAGAAATCCACTTCCTGCTGCATTTCCATCTTTA  
139397 
 
Query  50662   TCTCCAAGAAAAGAGATCATGACGTCACCAGAAGCAAGACAATGAGATGTGTGTGCATAA  
50721 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  139396  TCTCCAAGAAAAGAGATCATGACGTCACCAGAAGCAAGACAATGAGATGTGTGTGCATAA  
139337 
 
Query  50722   GCTAATCCAGTCTTACTTATGATGTCTTCTGGCTCAACAACTTTGTGCAAAGATGGAGAC  
50781 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
310 
 
Sbjct  139336  GCTAATCCAGTCTTACTTATGATGTCTTCTGGCTCAACAACTTTGTGCAAAGATGGAGAC  
139277 
 
Query  50782   CTTGGATTTGATCTTGTGTCAACCACATAAATGCGGCCTGATCTGAAATATGGTAAATCT  
50841 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  139276  CTTGGATTTGATCTTGTGTCAACCACATAAATGCGGCCTGATCTGAAATATGGTAAATCT  
139217 
 
Query  50842   GACTTAATAAGGATTTCGTTTCAAGAAAACCGACGTCTTACACCAGTGAAGTTCTTGAAC  
50901 
               ||||||||||||||||||||||||||||||||| |||||||||||||||||||||||||| 
Sbjct  139216  GACTTAATAAGGATTTCGTTTCAAGAAAACCGATGTCTTACACCAGTGAAGTTCTTGAAC  
139157 
 
Query  50902   CTTGTCAGTGTTTGTTAtgtgtgtgtgtgCATGCGCATATGCGTGCAAGTAAAATCCAAA  
50961 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  139156  CTTGTCAGTGTTTGTTATGTGTGTGTGTGCATGCGCATATGCGTGCAAGTAAAATCCAAA  
139097 
 
Query  50962   GTGGCTGTTTAGTATCTTACACCAGTGAAGGTAGAATCAGATATCGCCGAACTGCTGATG  
51021 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  139096  GTGGCTGTTTAGTATCTTACACCAGTGAAGGTAGAATCAGATATCGCCGAACTGCTGATG  
139037 
 
Query  51022   GATCTCCATAGCAAGAGCTGCATGAATTCCACCCAAAATGGTGCAGTTCATCACCTAAAT  
51081 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  139036  GATCTCCATAGCAAGAGCTGCATGAATTCCACCCAAAATGGTGCAGTTCATCACCTAAAT  
138977 
 
Query  51082   AAGGTACAGGTAACCTATGGATAACTTTTGAATACGTTGGAGAGCTTGGATCCACATCCA  
51141 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  138976  AAGGTACAGGTAACCTATGGATAACTTTTGAATACGTTGGAGAGCTTGGATCCACATCCA  
138917 
 
Query  51142   CTGTGGCCAGAAAGTCAGGCTTATCCCTTCCTGTTCCTGCATTGAATTGAATATTCATCA  
51201 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  138916  CTGTGGCCAGAAAGTCAGGCTTATCCCTTCCTGTTCCTGCATTGAATTGAATATTCATCA  
138857 
 
Query  51202   CCAatatatatatataAAATCACCAAAATACACGTTTTGACAGAAATTGTTTAAGCTGCA  
51261 
               ||||||||||||||||||||||||||| |||||||||||||||||||||||||||||||| 
Sbjct  138856  CCAATATATATATATAAAATCACCAAACTACACGTTTTGACAGAAATTGTTTAAGCTGCA  
138797 
 
Query  51262   CCAAGTCTTCATGCATAGCACTAGAAAGAGATAGATATTTCTACATGTCACTTGTTCCCA  
51321 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  138796  CCAAGTCTTCATGCATAGCACTAGAAAGAGATAGATATTTCTACATGTCACTTGTTCCCA  
138737 
 
311 
 
Query  51322   GTATCATGTCATATAAAATGTTTGTAACAACAACTTGAGAAACCTATCTTGATCTCTCTG  
51381 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  138736  GTATCATGTCATATAAAATGTTTGTAACAACAACTTGAGAAACCTATCTTGATCTCTCTG  
138677 
 
Query  51382   CCTAATGCCTATCTATTCCTCCAATGAAGCTGAATTGGCCTTTTCAGACATATAGAGACA  
51441 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  138676  CCTAATGCCTATCTATTCCTCCAATGAAGCTGAATTGGCCTTTTCAGACATATAGAGACA  
138617 
 
Query  51442   CAACAAGTTGTTTTTGGTACCTGAGTAGATAGCAGTGACATAAAGGAGAGTCTCTTTGGG  
51501 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  138616  CAACAAGTTGTTTTTGGTACCTGAGTAGATAGCAGTGACATAAAGGAGAGTCTCTTTGGG  
138557 
 
Query  51502   ACCAGACATGGCTGCCAGGGGTGAAGGATAGCCAGGACCTGTTTTAGGACAATCATGCAT  
51561 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  138556  ACCAGACATGGCTGCCAGGGGTGAAGGATAGCCAGGACCTGTTTTAGGACAATCATGCAT  
138497 
 
Query  51562   GTTGCGTTGGTTCATCACCTTGTCACACctctccatctctctctctctctctctATGAAA  
51621 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  138496  GTTGCGTTGGTTCATCACCTTGTCACACCTCTCCATCTCTCTCTCTCTCTCTCTATGAAA  
138437 
 
Query  51622   GATCACTTAACAGATATTATGATCAAAAGAAGAAGCAGATGATGAAGAAAAATTAACTCG  
51681 
               ||||||||||||||||||||||||||||||||||||||||||||                 
Sbjct  138436  GATCACTTAACAGATATTATGATCAAAAGAAGAAGCAGATGATG----------------  
138393 
 
Query  51682   ATGAAGAGTAAGTTATAGGTTATATTACTGACTTGTAACTTGTTACAAGTCACATGAAAG  
51741 
                  ||||||||||||||||||||||||||||||||||||||||||||||||||||||||  
Sbjct  138392  ---AAGAGTAAGTTATAGGTTATATTACTGACTTGTAACTTGTTACAAGTCACATGAAAA  
138336 
 
Query  51742   TAAGAACGAAAGTTACTTCTTTGGCTTTATCAAAAGTCACAAATTACACTAACATTGTTC  
51801 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  138335  TAAGAACGAAAGTTACTTCTTTGGCTTTATCAAAAGTCACAAATTACACTAACATTGTTC  
138276 
 
Query  51802   CAAAGCTTGAAAGTAAAACCCAAGTTTTGAATATGACCCTGCTATTTGGACaaaaataaa  
51861 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  138275  CAAAGCTTGAAAGTAAAACCCAAGTTTTGAATATGACCCTGCTATTTGGACAAAAATAAA  
138216 
 
Query  51862   taaacatataaaaataaaaaGAATGACCGGGACTGTAACATTTTCCAATTCAACAAGCCA  
51921 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
312 
 
Sbjct  138215  TAAACATATAAAAATAAAAAGAATGACCGGGACTGTAACATTTTCCAATTCAACAAGCCA  
138156 
 
Query  51922   AAACAAAATTATTCCTTCTAACCTTTCAGGAACATTAAAAGATTTTTTGTTTCCTAGTTC  
51981 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  138155  AAACAAAATTATTCCTTCTAACCTTTCAGGAACATTAAAAGATTTTTTGTTTCCTAGTTC  
138096 
 
Query  51982   TGTAGAAAAATATCTTATAAGATTCCTTTCTTCAAAATAATTACTATTATTTATATAATG  
52041 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  138095  TGTAGAAAAATATCTTATAAGATTCCTTTCTTCAAAATAATTACTATTATTTATATAATG  
138036 
 
Query  52042   CATATAACATGTTTTTTAGTGCTGAACTGGTAATCAGGATTAGTATGCAGGTTCCGAAAA  
52101 
               ||||||||||||||||||||||||||||||||||||||||||||||||||||||||| || 
Sbjct  138035  CATATAACATGTTTTTTAGTGCTGAACTGGTAATCAGGATTAGTATGCAGGTTCCGATAA  
137976 
 
Query  52102   AATGGTAATTCACAAAGCAGACATAAAATTCTCAATTTTTTGATCAGCGAAATTAAAACA  
52161 
               ||||||||||||||||||||||||||||||||||||||||| |||||||||||||||||| 
Sbjct  137975  AATGGTAATTCACAAAGCAGACATAAAATTCTCAATTTTTTTATCAGCGAAATTAAAACA  
137916 
 
Query  52162   AAAATTCCCAACGGATGAATAATAAGACTGCTTTTGGGCAACAAGGGaaaaaaaTCAAGA  
52221 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  137915  AAAATTCCCAACGGATGAATAATAAGACTGCTTTTGGGCAACAAGGGAAAAAAATCAAGA  
137856 
 
Query  52222   CGTGTTCCAATTTAAAAAGTCAAAGGAAATTTTTTCCTTCCATACACTTTTAAGAACCAA  
52281 
               ||||||||||||||||||||||||||||| |||||||||||||||||||||||||||||| 
Sbjct  137855  CGTGTTCCAATTTAAAAAGTCAAAGGAAAATTTTTCCTTCCATACACTTTTAAGAACCAA  
137796 
 
Query  52282   ATTGACTATTCTGCCTA---CTGATTCGAATTCTTAGtttttttGGGCGTTAGCAAAAAA  
52338 
               |||| ||||||||||||   |||||||||||||||||||||||||||||||||||||||| 
Sbjct  137795  ATTGCCTATTCTGCCTACTTCTGATTCGAATTCTTAGTTTTTTTGGGCGTTAGCAAAAAA  
137736 
 
Query  52339   TTAGAAGTTAAGGTTATAACTAACGCATGATGtttttttttATTAAGTAAATAGGTATTT  
52398 
               |||||||||||||||||||||||||||||||| ||||||||||||| ||||||||||||| 
Sbjct  137735  TTAGAAGTTAAGGTTATAACTAACGCATGATG-TTTTTTTTATTAAATAAATAGGTATTT  
137677 
 
Query  52399   TGATTTCTAA-TTTTGATTCCTTTTGCAAATTAGTCTTTATCtttttttAAATGTAAAAA  
52457 
               |||||||||| ||||||||| ||||||||||||||||||||||||||||||||||||||| 
Sbjct  137676  TGATTTCTAACTTTTGATTCTTTTTGCAAATTAGTCTTTATCTTTTTTTAAATGTAAAAA  
137617 
 
313 
 
Query  52458   ATAGTCTCTATTTTTGCATAAATTTTACAAAATAGTCTTTGCCGTTAAATTTAAAAGTAG  
52517 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||| ||  
Sbjct  137616  ATAGTCTCTATTTTTGCATAAATTTTACAAAATAGTCTTTGCCGTTAAATTTAAAAATAA  
137557 
 
Query  52518   CACCGTTAATGAGATACATTTTTAATAATTTTAGTGTCACATAGATTATCCAACGTG---  
52574 
               |||| ||||||||||| |||||||||||||||| |||||||||||||||| ||||||    
Sbjct  137556  CACCATTAATGAGATATATTTTTAATAATTTTAATGTCACATAGATTATCTAACGTGACA  
137497 
 
Query  52575   -----------------------GAGCTGAACTTTGATGCAAATTTTAAAAAGTTGTCAA  
52611 
                                       ||||| |||||||||||||||||||||||||||||| 
Sbjct  137496  AATTGTCCTAGATTATGACATGTAAGCTGGACTTTGATGCAAATTTTAAAAAGTTGTCAA  
137437 
 
Query  52612   ATATTTTCTTCTTCACTTGCTTCTTCTTCCTCAAATTAGGGTTTTTAAAACTTCTTTCCT  
52671 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  137436  ATATTTTCTTCTTCACTTGCTTCTTCTTCCTCAAATTAGGGTTTTTAAAACTTCTTTCCT  
137377 
 
Query  52672   CTCAATTTCAACATGGTGGTACTATCTGACCCAATGATATGCGTTTAGCTATCAAATTTG  
52731 
               || ||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  137376  CTTAATTTCAACATGGTGGTACTATCTGACCCAATGATATGCGTTTAGCTATCAAATTTG  
137317 
 
Query  52732   TGCTCTGAGGCTAGGAAAGAACCACCACAAACGCGGCGAGCGCCACCGCTACAGCGGTGG  
52791 
               ||||||||||| |||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  137316  TGCTCTGAGGCCAGGAAAGAACCACCACAAACGCGGCGAGCGCCACCGCTACAGCGGTGG  
137257 
 
Query  52792   TGGCTTTAGAGAGCGACCCTAGTCCGACAGCCCACAAGCTCAAGATGGTGGGGCCTATGC  
52851 
               || |||||||||||| ||||||||||||| |||||||||||||||||||||||||||||| 
Sbjct  137256  TGACTTTAGAGAGCGGCCCTAGTCCGACAACCCACAAGCTCAAGATGGTGGGGCCTATGC  
137197 
 
Query  52852   TCTGAAGGGTGGTATAGACATGGAAGGCGTCTCCCAAAGCGGCATCGTTTATGATAATGA  
52911 
               |||||||||||| |||||||||||||||||||||||||||||| |||||||||||||||| 
Sbjct  137196  TCTGAAGGGTGGCATAGACATGGAAGGCGTCTCCCAAAGCGGCGTCGTTTATGATAATGA  
137137 
 
Query  52912   GAATGCAGGGAAGGCTACGAGGGTGACACAACCCATTATGGTGCACGCTAGGGC-----G  
52966 
               ||||||| ||||||||||||||||||||||||||||||||||| | ||||||||     | 
Sbjct  137136  GAATGCAAGGAAGGCTACGAGGGTGACACAACCCATTATGGTGTAAGCTAGGGCTGTTTG  
137077 
 
Query  52967   GAACGCAGATGAGAGGCACTCTCGCCATAACGGAGGCTACGAGGGTGAACAATGTTTATT  
53026 
               ||||||| |||||||||||||||||||||||||||||||||||||||||||||||||||| 
314 
 
Sbjct  137076  GAACGCAAATGAGAGGCACTCTCGCCATAACGGAGGCTACGAGGGTGAACAATGTTTATT  
137017 
 
Query  53027   TTCATCAAATATTTCTTAATAATAACCTTAAATATAAAAAGACATGAGAATGAAGTAATA  
53086 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  137016  TTCATCAAATATTTCTTAATAATAACCTTAAATATAAAAAGACATGAGAATGAAGTAATA  
136957 
 
Query  53087   TTATTTATTTTATTACAAATAAtttttttttGTTTTGAAAAAACCACCTAGAGAACTAAC  
53146 
               |||||||||||||||||||||| |||||||||||| ||||||||||||||||||||| || 
Sbjct  136956  TTATTTATTTTATTACAAATAAATTTTTTTTGTTTCGAAAAAACCACCTAGAGAACTTAC  
136897 
 
Query  53147   GGCATCTTGGGTAACATAATAGGATTGGAATCCAACCTTAAAGTATTGAGAATACAATCT  
53206 
               | |||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  136896  GACATCTTGGGTAACATAATAGGATTGGAATCCAACCTTAAAGTATTGAGAATACAATCT  
136837 
 
Query  53207   GAAGCAAATTCTAGAACTTGGAAATCAAAACTAATGTTCAAAGTGTGTTTTGCCCATTCA  
53266 
               |||||||||||||||||||||||||||||||||       |||||||||||||||||||| 
Sbjct  136836  GAAGCAAATTCTAGAACTTGGAAATCAAAACTA------TAAGTGTGTTTTGCCCATTCA  
136783 
 
Query  53267   TATTGGAATAGAAGTGTAAGATGAAATTTCGTATCAAGAAAAATATAAAAGTTGAGTGAG  
53326 
               |||||||||||||||||||| | | ||||||||||||||||||||||||||||||||||| 
Sbjct  136782  TATTGGAATAGAAGTGTAAGGTAAGATTTCGTATCAAGAAAAATATAAAAGTTGAGTGAG  
136723 
 
Query  53327   aaaaaaaaTCATAAACTTGACTTTTAAAGTTTTGGGTTAAAGTGTGGTATCAAGTTTTAT  
53386 
               ||||||||||||||| ||||||||||||||||| |||||||||||||||| ||||||||| 
Sbjct  136722  AAAAAAAATCATAAAGTTGACTTTTAAAGTTTTTGGTTAAAGTGTGGTATTAAGTTTTAT  
136663 
 
Query  53387   GATGACTCTTTTAAATACATGTTGTAAAATCCAATCATTTAATATTTACTTAAAATATGA  
53446 
               ||||||||||| ||||| |||||||||||||||||||||||||||||||      ||||| 
Sbjct  136662  GATGACTCTTTCAAATAGATGTTGTAAAATCCAATCATTTAATATTTAC------TATGA  
136609 
 
Query  53447   TTTCGAATTATCTTTGACTGAACTATCCGTGGCAttttttttttacttttatatttttAT  
53506 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  136608  TTTCGAATTATCTTTGACTGAACTATCCGTGGCATTTTTTTTTTACTTTTATATTTTTAT  
136549 
 
Query  53507   AAATATGTAGATTTTAGTTTAAAAGCATAGAAAATTATCACACTTGCTATAATTCCCCAT  
53566 
               |||||||||||||||||||||||||||||||||||| ||||||||||||||||||||||| 
Sbjct  136548  AAATATGTAGATTTTAGTTTAAAAGCATAGAAAATTCTCACACTTGCTATAATTCCCCAT  
136489 
 
315 
 
Query  53567   TAGCCCCCGAAACAAACGGAAGACTAATTaaaaaaaTTGCAGTTGCCTTATATGGACTCG  
53626 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  136488  TAGCCCCCGAAACAAACGGAAGACTAATTAAAAAAATTGCAGTTGCCTTATATGGACTCG  
136429 
 
Query  53627   CGTTTTGTTCTGAAGCAAGAGTCCTACCGATGACACTATCGGGGGGACGTTGTAGGGAAA  
53686 
               ||||||||||||||||||||||||||| |||||||||||||||||||||||||||||||| 
Sbjct  136428  CGTTTTGTTCTGAAGCAAGAGTCCTACTGATGACACTATCGGGGGGACGTTGTAGGGAAA  
136369 
 
Query  53687   GGTAATGTTATGTTTAAAATTTTGAATAAATAATTATTTTGTACGTTCTTTAAAATTGTA  
53746 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  136368  GGTAATGTTATGTTTAAAATTTTGAATAAATAATTATTTTGTACGTTCTTTAAAATTGTA  
136309 
 
Query  53747   GGGCACTGTCACAATTTAACACATCATAAAATTaaaaaaaaTATAAATAAATTGTTTAGA  
53806 
               ||||||||||||||||||||||||||||||||| |||||||||||||||||||||||||| 
Sbjct  136308  GGGCACTGTCACAATTTAACACATCATAAAATT-AAAAAAATATAAATAAATTGTTTAGA  
136250 
 
Query  53807   TTAAAATTATTGTCATTTTAGTCTATAATATGTACAATTTGTTATCATTATAATTCCTAA  
53866 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  136249  TTAAAATTATTGTCATTTTAGTCTATAATATGTACAATTTGTTATCATTATAATTCCTAA  
136190 
 
Query  53867   AGCTTATGATTTATTGTCATTATTAGTTTATATAATAGAGTCCTTGTCGACTTCTTTATG  
53926 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  136189  AGCTTATGATTTATTGTCATTATTAGTTTATATAATAGAGTCCTTGTCGACTTCTTTATG  
136130 
 
Query  53927   TTTTGGAGTCTTGTCCTAGTCAAATGAAGCACATGCTGTCAGCTGATGCCAATGGTGTTT  
53986 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  136129  TTTTGGAGTCTTGTCCTAGTCAAATGAAGCACATGCTGTCAGCTGATGCCAATGGTGTTT  
136070 
 
Query  53987   CTCATACTAGGATGTAGTTTTTGCTTTTGGTTTCAAATTTCAATCTTCATTGTTGGTGTC  
54046 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  136069  CTCATACTAGGATGTAGTTTTTGCTTTTGGTTTCAAATTTCAATCTTCATTGTTGGTGTC  
136010 
 
Query  54047   TTTATTTCCCAATCATAAAAAAGTAGTTCATAATAAAGTTAACAACAAAAACTAATGTAA  
54106 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  136009  TTTATTTCCCAATCATAAAAAAGTAGTTCATAATAAAGTTAACAACAAAAACTAATGTAA  
135950 
 
Query  54107   TTAACATTTTTATTTGTCTCTTTTGAATGAGATAAATTGCTTCTTCAAGTACAATCATCT  
54166 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
316 
 
Sbjct  135949  TTAACATTTTTATTTGTCTCTTTTGAATGAGATAAATTGCTTCTTCAAGTACAATCATCT  
135890 
 
Query  54167   CAAAAGCTTTTTCATGCCTTTGATTAAGGGTCATCTCCCCCCACCCCAAAATTATTAAAC  
54226 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  135889  CAAAAGCTTTTTCATGCCTTTGATTAAGGGTCATCTCCCCCCACCCCAAAATTATTAAAC  
135830 
 
Query  54227   ACCAAAAAAGTACAATACTATTAAGAATTAAAGATATTAATACAACTACAAACATAATAT  
54286 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  135829  ACCAAAAAAGTACAATACTATTAAGAATTAAAGATATTAATACAACTACAAACATAATAT  
135770 
 
Query  54287   CTTCTTCAACTTTTTCTTCATAATATTATAATCAAACTTTCATGATTGTGAAAATTTATT  
54346 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  135769  CTTCTTCAACTTTTTCTTCATAATATTATAATCAAACTTTCATGATTGTGAAAATTTATT  
135710 
 
Query  54347   AGAAATGATCAATTTTAGATTTCACTAttaaatcagaaaaaaattataaataaaaaatag  
54406 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  135709  AGAAATGATCAATTTTAGATTTCACTATTAAATCAGAAAAAAATTATAAATAAAAAATAG  
135650 
 
Query  54407   gatacatcaaaattaataatttttaattaaacagaatttgttaaataatGTTACTAGAAT  
54466 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  135649  GATACATCAAAATTAATAATTTTTAATTAAACAGAATTTGTTAAATAATGTTACTAGAAT  
135590 
 
Query  54467   TTCTCATAGCCATAATTGTAAACATTTAG  54495 
               ||||||||||||||||||||||||||||| 
Sbjct  135589  TTCTCATAGCCATAATTGTAAACATTTAG  135561 
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Query  59691   TATGCTACTTTTTTGTTCTGTGAATGTGGCAATAATGTATTTGATAATCAAAAGGAAATG  
59750 
               ||||| |||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  129655  TATGCCACTTTTTTGTTCTGTGAATGTGGCAATAATGTATTTGATAATCAAAAGGAAATG  
129596 
 
Query  59751   CATAGTCTCTTCCTCATAAGATAGTTGGACGTGAAAGTTGTGTTAAATGGAGTGCTTCTT  
59810 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  129595  CATAGTCTCTTCCTCATAAGATAGTTGGACGTGAAAGTTGTGTTAAATGGAGTGCTTCTT  
129536 
 
317 
 
Query  59811   CCTCTTCtttttttCCCATCAGTTTATGTGCTTATTTCTTTTGTTTGTTTATTATCATGA  
59870 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  129535  CCTCTTCTTTTTTTCCCATCAGTTTATGTGCTTATTTCTTTTGTTTGTTTATTATCATGA  
129476 
 
Query  59871   AGTAGAAACTTGAGAGCCGAATAATTTCATTTCTTCTGTTTAAATTAGTATGTGACTGAA  
59930 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  129475  AGTAGAAACTTGAGAGCCGAATAATTTCATTTCTTCTGTTTAAATTAGTATGTGACTGAA  
129416 
 
Query  59931   TGATGTTAAAATTTAAAGCTTGTTATTTTATTACCTTTTTTGGATTCTAAGTTATGAATC  
59990 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  129415  TGATGTTAAAATTTAAAGCTTGTTATTTTATTACCTTTTTTGGATTCTAAGTTATGAATC  
129356 
 
Query  59991   ATCTCTCAGGTTGCAGTCATTCCAAATTGTAGCATTCTGGCTGCAGTTGGCCAGAAAATG  
60050 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  129355  ATCTCTCAGGTTGCAGTCATTCCAAATTGTAGCATTCTGGCTGCAGTTGGCCAGAAAATG  
129296 
 
Query  60051   GCAAGCACTCCTGGTGTTAGTGCCTCCCTTTTCAATGCATTGGCTAAGGTTAGGAAATTA  
60110 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  129295  GCAAGCACTCCTGGTGTTAGTGCCTCCCTTTTCAATGCATTGGCTAAGGTTAGGAAATTA  
129236 
 
Query  60111   TGTTTAAGATATTGCTTAGGTTAGAGATTTTTGCGTATTTTGTATATTCTTTTGCTTGTT  
60170 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  129235  TGTTTAAGATATTGCTTAGGTTAGAGATTTTTGCGTATTTTGTATATTCTTTTGCTTGTT  
129176 
 
Query  60171   TTATGTTCAAACTTGTTTTCATAAACAGGCCAATATAAATGTCCGTGCTATAGCCCAAGG  
60230 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  129175  TTATGTTCAAACTTGTTTTCATAAACAGGCCAATATAAATGTCCGTGCTATAGCCCAAGG  
129116 
 
Query  60231   TTGTTCTGAGTACAATATTACTGTTGTTGTTAAGCGAGAGGATTGTATAAAGGCTTTACG  
60290 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  129115  TTGTTCTGAGTACAATATTACTGTTGTTGTTAAGCGAGAGGATTGTATAAAGGCTTTACG  
129056 
 
Query  60291   AGCTGTCCATTCCAGATTTTATCTCTCAAGAACCACCATAGCAATGGGCATTATTGGACC  
60350 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  129055  AGCTGTCCATTCCAGATTTTATCTCTCAAGAACCACCATAGCAATGGGCATTATTGGACC  
128996 
 
Query  60351   TGGATTAATTGGGAGCACACTACTTGAGCAGCTAAGGGATCAGGTGCAGTTTCTGTAGAC  
60410 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
318 
 
Sbjct  128995  TGGATTAATTGGGAGCACACTACTTGAGCAGCTAAGGGATCAGGTGCAGTTTCTGTAGAC  
128936 
 
Query  60411   ACtttttgtatgcctgaataattattttggttttaccttttttatgttttggtgtgtatt  
60470 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  128935  ACTTTTTGTATGCCTGAATAATTATTTTGGTTTTACCTTTTTTATGTTTTGGTGTGTATT  
128876 
 
Query  60471   ttgCCTGTCATCATCCTTGGTGTGAAATTAACTATTTTTCTAATTTAAAATTCCTCTTCA  
60530 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  128875  TTGCCTGTCATCATCCTTGGTGTGAAATTAACTATTTTTCTAATTTAAAATTCCTCTTCA  
128816 
 
Query  60531   AGGAAATAATGCCTATAATTGAAGAATAAAGTTTATTTTAATAACAGATAATTTTCTTTA  
60590 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  128815  AGGAAATAATGCCTATAATTGAAGAATAAAGTTTATTTTAATAACAGATAATTTTCTTTA  
128756 
 
Query  60591   TGTTGAAGCTGCACCATTTGTAACTGTTTTACTGATTAAAATACATTTTCAAAAGAATTT  
60650 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  128755  TGTTGAAGCTGCACCATTTGTAACTGTTTTACTGATTAAAATACATTTTCAAAAGAATTT  
128696 
 
Query  60651   ATTTGTTTGTCAATGTAAGTAAAAAAGGTGCCACCACATTGGAAGTGTGACATTCTAGTG  
60710 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  128695  ATTTGTTTGTCAATGTAAGTAAAAAAGGTGCCACCACATTGGAAGTGTGACATTCTAGTG  
128636 
 
Query  60711   TAGTGTTTATATATACGACTTTGGGGTCTCCAACTACCATGACTACTTTTTGTTGTGTGG  
60770 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  128635  TAGTGTTTATATATACGACTTTGGGGTCTCCAACTACCATGACTACTTTTTGTTGTGTGG  
128576 
 
Query  60771   TTCTTCCAAGGTTCTTATCTAATTGATATCAGATATTTCCACTGTGTTTCTCAACTACAA  
60830 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  128575  TTCTTCCAAGGTTCTTATCTAATTGATATCAGATATTTCCACTGTGTTTCTCAACTACAA  
128516 
 
Query  60831   ATGAGCGGCATGGGTGGTGATGCTGGCATTGTAGTTTTTGCTTGGGACTAGTTAAAGGGT  
60890 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  128515  ATGAGCGGCATGGGTGGTGATGCTGGCATTGTAGTTTTTGCTTGGGACTAGTTAAAGGGT  
128456 
 
Query  60891   TAGTGCACAGCCTGCTCGTGTGGGCCCGTGGCTGCAAAGCAAGATGGAATGTTAGGATCC  
60950 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  128455  TAGTGCACAGCCTGCTCGTGTGGGCCCGTGGCTGCAAAGCAAGATGGAATGTTAGGATCC  
128396 
 
319 
 
Query  60951   AATTGCAAGGTATGAGACTTGAGTCTCACATTTGAAGTTTAGGATGTATAAGGTCCTTGG  
61010 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  128395  AATTGCAAGGTATGAGACTTGAGTCTCACATTTGAAGTTTAGGATGTATAAGGTCCTTGG  
128336 
 
Query  61011   CTCTCCAAACTACAATGACTAGTTTTTGTGGTGTAGATCTCCCAAGGTTCTTATCATTAT  
61070 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  128335  CTCTCCAAACTACAATGACTAGTTTTTGTGGTGTAGATCTCCCAAGGTTCTTATCATTAT  
128276 
 
Query  61071   ACAAGAAGATAGAGAAAATTCAGATGATTGCTTTCGAAACAAGTAATAGAAATAAAAATA  
61130 
               ||||||||||||||||||||||||||||||||||||||||||||||| |||||||||||| 
Sbjct  128275  ACAAGAAGATAGAGAAAATTCAGATGATTGCTTTCGAAACAAGTAATGGAAATAAAAATA  
128216 
 
Query  61131   TAGGAGAAATTGTAAACTAGGACTTAAATAGTAAAACACAATTAATATTGGCTTAACTGA  
61190 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  128215  TAGGAGAAATTGTAAACTAGGACTTAAATAGTAAAACACAATTAATATTGGCTTAACTGA  
128156 
 
Query  61191   AGTTTAGTTAGTCTTAATAGCTGTAGACAGCTGAAGTTTCTATTGTAAGCTTGCAGGACA  
61250 
               |||||||||||||||||||||||||| ||||||||||||||||||||||||||||||||| 
Sbjct  128155  AGTTTAGTTAGTCTTAATAGCTGTAGGCAGCTGAAGTTTCTATTGTAAGCTTGCAGGACA  
128096 
 
Query  61251   AGGTAACTCTATTATATAAAACTCATCTTCCATCAGATAGTAATAAGTGATTCATCAATC  
61310 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  128095  AGGTAACTCTATTATATAAAACTCATCTTCCATCAGATAGTAATAAGTGATTCATCAATC  
128036 
 
Query  61311   AATAACAGAAAACAGATTCAGCctctctctctctAGAATTCTAGTAAATATTTTATATGG  
61370 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  128035  AATAACAGAAAACAGATTCAGCCTCTCTCTCTCTAGAATTCTAGTAAATATTTTATATGG  
127976 
 
Query  61371   GGTATTTACTTGTCTAACTTTAACATTGTTATGCATCTCCATTTCTGACTTTTTTGACTG  
61430 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  127975  GGTATTTACTTGTCTAACTTTAACATTGTTATGCATCTCCATTTCTGACTTTTTTGACTG  
127916 
 
Query  61431   GTAAATATTTCTTTATGATTTGATCCCTGGCAAGCATTTTACATTTCCGTGTTTAAATAT  
61490 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  127915  GTAAATATTTCTTTATGATTTGATCCCTGGCAAGCATTTTACATTTCCGTGTTTAAATAT  
127856 
 
Query  61491   GTTCCTGTTATGCTATAGTAGGGTAACTTCATTTTATCATGTTAACATACTGGAATTGAA  
61550 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
320 
 
Sbjct  127855  GTTCCTGTTATGCTATAGTAGGGTAACTTCATTTTATCATGTTAACATACTGGAATTGAA  
127796 
 
Query  61551   ATATGTGGCAAATTCACATGACAATTCTTTTAATGCAGGCCTCAACCCTAAAAGAAGAAT  
61610 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  127795  ATATGTGGCAAATTCACATGACAATTCTTTTAATGCAGGCCTCAACCCTAAAAGAAGAAT  
127736 
 
Query  61611   TCAACATCGATTTGCGTGTAATGGGCATACTTGGTTCAAAGTCAATGCTTCTTAGTGATG  
61670 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  127735  TCAACATCGATTTGCGTGTAATGGGCATACTTGGTTCAAAGTCAATGCTTCTTAGTGATG  
127676 
 
Query  61671   TGTAAGTTGAATCACTCTGACTGAAATATCTCTTCGAATGATAATTAGGCTTTCTTGCTT  
61730 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  127675  TGTAAGTTGAATCACTCTGACTGAAATATCTCTTCGAATGATAATTAGGCTTTCTTGCTT  
127616 
 
Query  61731   GTATAACTATTAGAGCCCTTTTATGTGAGAAAGCAGACTTCATTTTACACTTCACTCTTT  
61790 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||| ||||| 
Sbjct  127615  GTATAACTATTAGAGCCCTTTTATGTGAGAAAGCAGACTTCATTTTACACTTCAGTCTTT  
127556 
 
Query  61791   TTACCTTTTTGGAAAGCtttattgtttattatatatcatttatgtattgttatttggatg  
61850 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  127555  TTACCTTTTTGGAAAGCTTTATTGTTTATTATATATCATTTATGTATTGTTATTTGGATG  
127496 
 
Query  61851   aaagaagattatatttttaAGTAAGCCATAGTAACGTGATTGGGTCTCCTAGATAGAATG  
61910 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  127495  AAAGAAGATTATATTTTTAAGTAAGCCATAGTAACGTGATTGGGTCTCCTAGATAGAATG  
127436 
 
Query  61911   GACTCAAAATGTAGGCAATACCTGATTGCTTTTGGGAGCCGTGTTTCTTGATATGGGTGA  
61970 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  127435  GACTCAAAATGTAGGCAATACCTGATTGCTTTTGGGAGCCGTGTTTCTTGATATGGGTGA  
127376 
 
Query  61971   TTTTTGGACTTCCTACTTTGGTTTGACAACTCTCTCTTGCTTACAATTTTGAAGTTCATC  
62030 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  127375  TTTTTGGACTTCCTACTTTGGTTTGACAACTCTCTCTTGCTTACAATTTTGAAGTTCATC  
127316 
 
Query  62031   TGTTGGCAAGAGGAATTCATTGGTTAATACAGTGGTCATGAAGATACATCAACAAAATTC  
62090 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  127315  TGTTGGCAAGAGGAATTCATTGGTTAATACAGTGGTCATGAAGATACATCAACAAAATTC  
127256 
 
321 
 
Query  62091   ATCCTATGATTTGTTGGTTTTATGAGCTTGGTTATATGTGCATTATTGAAGTTGGTTTTT  
62150 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  127255  ATCCTATGATTTGTTGGTTTTATGAGCTTGGTTATATGTGCATTATTGAAGTTGGTTTTT  
127196 
 
Query  62151   GTTCAATCATTATATAATATTATTTCTCCTTGCAGGGGCATTGACTTAGCTAGATGGAGA  
62210 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  127195  GTTCAATCATTATATAATATTATTTCTCCTTGCAGGGGCATTGACTTAGCTAGATGGAGA  
127136 
 
Query  62211   GAACTTCGAGAGGAAAGAGGAGAAGTGGCTAATATGGAAAAATTTGTTCAACATGTACAT  
62270 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  127135  GAACTTCGAGAGGAAAGAGGAGAAGTGGCTAATATGGAAAAATTTGTTCAACATGTACAT  
127076 
 
Query  62271   GGAAATCATTTTATACCAAACACGGCATTAGTGGACTGCACAGCTGACTCTGTCATTGCT  
62330 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  127075  GGAAATCATTTTATACCAAACACGGCATTAGTGGACTGCACAGCTGACTCTGTCATTGCT  
127016 
 
Query  62331   GGCTATTACTATGATTGGTTGCGCAAAGGAATACATGTAGTTACTCCTAACAAGAAGGCA  
62390 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  127015  GGCTATTACTATGATTGGTTGCGCAAAGGAATACATGTAGTTACTCCTAACAAGAAGGCA  
126956 
 
Query  62391   AATTCAGGACCACTTGATCAGGTAAAGTAATCCATACTGTTCTTTTGATGGATAACATGT  
62450 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  126955  AATTCAGGACCACTTGATCAGGTAAAGTAATCCATACTGTTCTTTTGATGGATAACATGT  
126896 
 
Query  62451   TCGTGTTTGTTGACTTATCTCGTATTATCAATGCTGTAGGATTTTGATACTACAAACCTG  
62510 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  126895  TCGTGTTTGTTGACTTATCTCGTATTATCAATGCTGTAGGATTTTGATACTACAAACCTG  
126836 
 
Query  62511   tttttttCTGCAAGTACTCGGTTGAAAATGGAAATTCCAAGACattaatttggattgatt  
62570 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  126835  TTTTTTTCTGCAAGTACTCGGTTGAAAATGGAAATTCCAAGACATTAATTTGGATTGATT  
126776 
 
Query  62571   tattttctaattttttatttgttttgtttttttATAAATTAAAGAATAATTCATTTAAAG  
62630 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  126775  TATTTTCTAATTTTTTATTTGTTTTGTTTTTTTATAAATTAAAGAATAATTCATTTAAAG  
126716 
 
Query  62631   GAAAGGAGAATACACATCATCACATTATCAATATTAGGGAGTTTGGATAGTCAGCTTTTA  
62690 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
322 
 
Sbjct  126715  GAAAGGAGAATACACATCATCACATTATCAATATTAGGGAGTTTGGATAGTCAGCTTTTA  
126656 
 
Query  62691   CTCTTATTTCTATCATTTACTTCATACCACCATCCACTGGCAGCTGTCTAtttttttttc  
62750 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  126655  CTCTTATTTCTATCATTTACTTCATACCACCATCCACTGGCAGCTGTCTATTTTTTTTTC  
126596 
 
Query  62751   tcttttcttttttaaaatcaaaatatcatcttttgaatttctctgtctgttttGCAGCTA  
62810 
               |||||||||||||||||||||||||||||||||||||||||| ||||||||||||||||| 
Sbjct  126595  TCTTTTCTTTTTTAAAATCAAAATATCATCTTTTGAATTTCTTTGTCTGTTTTGCAGCTA  
126536 
 
Query  62811   TCATATTTGCTAGTACTAGAGTAACTGTAAttttttttttATCAGCAAGAGTAACTGTAA  
62870 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  126535  TCATATTTGCTAGTACTAGAGTAACTGTAATTTTTTTTTTATCAGCAAGAGTAACTGTAA  
126476 
 
Query  62871   CTGTAATTTTATCGTCCAGCAGTTATACAGCTGTCACTAACCTGTAGTTAGCTGAGTCAG  
62930 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  126475  CTGTAATTTTATCGTCCAGCAGTTATACAGCTGTCACTAACCTGTAGTTAGCTGAGTCAG  
126416 
 
Query  62931   ACTCAGCGTGGTATTCAGTTAGGCTAAATTTCAAAGTGATCGGCTGGTTATTGAAGCGCA  
62990 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  126415  ACTCAGCGTGGTATTCAGTTAGGCTAAATTTCAAAGTGATCGGCTGGTTATTGAAGCGCA  
126356 
 
Query  62991   AGCTAAAGTTCACTATACAAGACTATGGAACCAATAAAATTAATGACTCAATGCATCATT  
63050 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  126355  AGCTAAAGTTCACTATACAAGACTATGGAACCAATAAAATTAATGACTCAATGCATCATT  
126296 
 
Query  63051   TCAGTTTTAAACAATTTTCTCACTCTTTTCTCTGTTACTCTCTCTCTAAACCGAGGTTCA  
63110 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  126295  TCAGTTTTAAACAATTTTCTCACTCTTTTCTCTGTTACTCTCTCTCTAAACCGAGGTTCA  
126236 
 
Query  63111   CTGAACTCTGTTGACTAGTGGCACAATTGTTCTAACAGGATCTCATGCTGAGGAATGAGG  
63170 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  126235  CTGAACTCTGTTGACTAGTGGCACAATTGTTCTAACAGGATCTCATGCTGAGGAATGAGG  
126176 
 
Query  63171   AATTCAAATAATTAATCTGAGAATAAAAAGGAATGATTTATAAGTATAAGCTTGTCACTT  
63230 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  126175  AATTCAAATAATTAATCTGAGAATAAAAAGGAATGATTTATAAGTATAAGCTTGTCACTT  
126116 
 
323 
 
Query  63231   GATGTCAACCAGTCTGCTACTTGTTCTCTTGTCATCTTCCATTATATTTAGCAATTTGGA  
63290 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  126115  GATGTCAACCAGTCTGCTACTTGTTCTCTTGTCATCTTCCATTATATTTAGCAATTTGGA  
126056 
 
Query  63291   AATTTATTGCTTTTACACCAAGTGATGTTTCATAGTTTAGTTATTAACATCTACGATCAA  
63350 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  126055  AATTTATTGCTTTTACACCAAGTGATGTTTCATAGTTTAGTTATTAACATCTACGATCAA  
125996 
 
Query  63351   ACTTTATGGTTAGCATAAACTGGAACGCTGAACAACAGTAGGTGTTGGCTTTGGGTTCAT  
63410 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  125995  ACTTTATGGTTAGCATAAACTGGAACGCTGAACAACAGTAGGTGTTGGCTTTGGGTTCAT  
125936 
 
Query  63411   GCTTTCTGATAGAACAAGTACTTTGAAGACATGTTTTAATAATATTTTTCATAATTTTGA  
63470 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  125935  GCTTTCTGATAGAACAAGTACTTTGAAGACATGTTTTAATAATATTTTTCATAATTTTGA  
125876 
 
Query  63471   AACTGTTTTATTTAAGCTTCAGCAGTTGTTGCTTGCTAGTACTCATGCTATGTTGGTTAC  
63530 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  125875  AACTGTTTTATTTAAGCTTCAGCAGTTGTTGCTTGCTAGTACTCATGCTATGTTGGTTAC  
125816 
 
Query  63531   TCTCTAGTCTACTTACTACTAATGTTGGAGCTTTTTCCCATCTATGCTCTCTATATCCAG  
63590 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  125815  TCTCTAGTCTACTTACTACTAATGTTGGAGCTTTTTCCCATCTATGCTCTCTATATCCAG  
125756 
 
Query  63591   TATTTGAAGTTAAGAGCTCTTCAAAGGCAATCCTATACACATTACTTCTATGAAGCAACT  
63650 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  125755  TATTTGAAGTTAAGAGCTCTTCAAAGGCAATCCTATACACATTACTTCTATGAAGCAACT  
125696 
 
Query  63651   GTCGGAGCTGGTCTTCCAATTGTTAGCACTTTACGTGGCCTCCTTGAAACTGGAGACAAA  
63710 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  125695  GTCGGAGCTGGTCTTCCAATTGTTAGCACTTTACGTGGCCTCCTTGAAACTGGAGACAAA  
125636 
 
Query  63711   ATATTACAAATCGAAGGCATCTTTAGGTTTGCTTTGATGTGTTATTTCTCTTTTTTGTCT  
63770 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  125635  ATATTACAAATCGAAGGCATCTTTAGGTTTGCTTTGATGTGTTATTTCTCTTTTTTGTCT  
125576 
 
Query  63771   TAATTTGTGTTTTGACACTGTCAATTCTCAGATCTTGCGTTCAGTCTCATTTGTCCACCC  
63830 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
324 
 
Sbjct  125575  TAATTTGTGTTTTGACACTGTCAATTCTCAGATCTTGCGTTCAGTCTCATTTGTCCACCC  
125516 
 
Query  63831   TCTAGCAATTTTCCCATTCTAAAGACAAAATAATTAGAATGTTATTTTGAGGATTATTAA  
63890 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  125515  TCTAGCAATTTTCCCATTCTAAAGACAAAATAATTAGAATGTTATTTTGAGGATTATTAA  
125456 
 
Query  63891   TGATTATATAGGGATTATTCATTAATCTCAACCATTCACCATGAGCATTGCCTCTGACTC  
63950 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  125455  TGATTATATAGGGATTATTCATTAATCTCAACCATTCACCATGAGCATTGCCTCTGACTC  
125396 
 
Query  63951   TGCAGTGGGACTTTGAGTTACATATTTAATAACTTTAAAGATGGCCGGGCTTTTAGTGAG  
64010 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  125395  TGCAGTGGGACTTTGAGTTACATATTTAATAACTTTAAAGATGGCCGGGCTTTTAGTGAG  
125336 
 
Query  64011   GTAGTTTCTGAAGCAAAGGAAGCAGGTTATACTGAGCCAGATCCAAGAGATGATCTGTCT  
64070 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  125335  GTAGTTTCTGAAGCAAAGGAAGCAGGTTATACTGAGCCAGATCCAAGAGATGATCTGTCT  
125276 
 
Query  64071   GGAACAGATGTTGCCAGAAAGGTAGAATTTATAATATGGTATATGTTTACCAAATTTTAT  
64130 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  125275  GGAACAGATGTTGCCAGAAAGGTAGAATTTATAATATGGTATATGTTTACCAAATTTTAT  
125216 
 
Query  64131   TGTCAAATGTTAATAAAGTTCCTTTATGCTGCATACATATTTTGAATTTCAATTTCGTTT  
64190 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  125215  TGTCAAATGTTAATAAAGTTCCTTTATGCTGCATACATATTTTGAATTTCAATTTCGTTT  
125156 
 
Query  64191   AGGATTTATGAGTAGGCTGTAATTTAAATGATCTAAAAGACTATATCCAAATTAAATATT  
64250 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  125155  AGGATTTATGAGTAGGCTGTAATTTAAATGATCTAAAAGACTATATCCAAATTAAATATT  
125096 
 
Query  64251   TAGATGTTTGAGATTGATTTGATCAAACATTTTGAAGCTTGAATTTGGTTTCAGGCTAGA  
64310 
               |||||||||||||||||||||||||||||||||||||||||||||||||||| ||||||| 
Sbjct  125095  TAGATGTTTGAGATTGATTTGATCAAACATTTTGAAGCTTGAATTTGGTTTCTGGCTAGA  
125036 
 
Query  64311   ATTTAAATTTGATCTACATCTACCTATCCGGTTATCGAGTATTTTGATTCATGCTCAAAT  
64370 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  125035  ATTTAAATTTGATCTACATCTACCTATCCGGTTATCGAGTATTTTGATTCATGCTCAAAT  
124976 
 
325 
 
Query  64371   TTGATATTTTTAATGGTTGGGATGCTGAAAGCATTTTAATTATTTAAAAACACAAATCAA  
64430 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  124975  TTGATATTTTTAATGGTTGGGATGCTGAAAGCATTTTAATTATTTAAAAACACAAATCAA  
124916 
 
Query  64431   AAGTTGATAATATTATTAATATTTCTCTTTTGTGCCTATACACAATTGAAATATTATTAA  
64490 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  124915  AAGTTGATAATATTATTAATATTTCTCTTTTGTGCCTATACACAATTGAAATATTATTAA  
124856 
 
Query  64491   TATTATCAATAGTCCTCTTTGGTGCCAATACACAATTTGTGTTGAGCAAATGTCCtaatt  
64550 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  124855  TATTATCAATAGTCCTCTTTGGTGCCAATACACAATTTGTGTTGAGCAAATGTCCTAATT  
124796 
 
Query  64551   ttaaatttaaaatgtagaaataaataaatatattggtaagtattttttatttatttattG  
64610 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  124795  TTAAATTTAAAATGTAGAAATAAATAAATATATTGGTAAGTATTTTTTATTTATTTATTG  
124736 
 
Query  64611   TGAAATACATATGCAGTTGACCCCACTTAGTAGGAAAATGTTTGGTTGTTGTTGTAACTA  
64670 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  124735  TGAAATACATATGCAGTTGACCCCACTTAGTAGGAAAATGTTTGGTTGTTGTTGTAACTA  
124676 
 
Query  64671   ATTGGAAGGCTTGCTTGTTTCTGCAACTAATTGGAACGTGTAGGCTAATCACAATGTCAA  
64730 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  124675  ATTGGAAGGCTTGCTTGTTTCTGCAACTAATTGGAACGTGTAGGCTAATCACAATGTCAA  
124616 
 
Query  64731   TCTTCGTTCATGTTATCATATTCATGCTTCATGTAATCTGGTTTATATTTGACATCCTGA  
64790 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  124615  TCTTCGTTCATGTTATCATATTCATGCTTCATGTAATCTGGTTTATATTTGACATCCTGA  
124556 
 
Query  64791   AGCTGCTTTGCCTCTACAGGTTATAATTCTTGCTAGGGAGTCGGGTTTAAAGCTAGAACT  
64850 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  124555  AGCTGCTTTGCCTCTACAGGTTATAATTCTTGCTAGGGAGTCGGGTTTAAAGCTAGAACT  
124496 
 
Query  64851   GTCTAATATTCCAGTTGAAAGCCTTGTGCCAGAACCACTACGAGTAAGAACCAACTTCCA  
64910 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  124495  GTCTAATATTCCAGTTGAAAGCCTTGTGCCAGAACCACTACGAGTAAGAACCAACTTCCA  
124436 
 
Query  64911   TTGATTATGCAGTTTTTAGTTTTAGTATGCAGTATTTTGATTGACATAGATGTTTTGATG  
64970 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
326 
 
Sbjct  124435  TTGATTATGCAGTTTTTAGTTTTAGTATGCAGTATTTTGATTGACATAGATGTTTTGATG  
124376 
 
Query  64971   ATTCTGTGCAGGCTTGTGCATCAGCTCAGGAGTTTATGCAAGAGCTACCAAAATTTGATC  
65030 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  124375  ATTCTGTGCAGGCTTGTGCATCAGCTCAGGAGTTTATGCAAGAGCTACCAAAATTTGATC  
124316 
 
Query  65031   AGGAGTTCACAAAGAAACAAGAAGATGCTGAGAATGCTGGGGAAGTGAGTGAACTCTATC  
65090 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  124315  AGGAGTTCACAAAGAAACAAGAAGATGCTGAGAATGCTGGGGAAGTGAGTGAACTCTATC  
124256 
 
Query  65091   TAATAAAATAGTTCTACCAACTGCTTCATACATGCATAATTCATGCATAGAATATCTTAG  
65150 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  124255  TAATAAAATAGTTCTACCAACTGCTTCATACATGCATAATTCATGCATAGAATATCTTAG  
124196 
 
Query  65151   GGTTTGTTTTGTTTCCATACAAATTaaaaaaaCTGCTACTTTATTTTCATATGTACATGT  
65210 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  124195  GGTTTGTTTTGTTTCCATACAAATTAAAAAAACTGCTACTTTATTTTCATATGTACATGT  
124136 
 
Query  65211   AATGTTGAAAAGGGGGCATTTTATAATTTTTAGTGaaaacagaaaaggaaaataaaaaaa  
65270 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  124135  AATGTTGAAAAGGGGGCATTTTATAATTTTTAGTGAAAACAGAAAAGGAAAATAAAAAAA  
124076 
 
Query  65271   TTCCTTACAAATTAGGCACCCTTAGTTTGTTATATATTTATTTTAATTCTGCATAGTGCA  
65330 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  124075  TTCCTTACAAATTAGGCACCCTTAGTTTGTTATATATTTATTTTAATTCTGCATAGTGCA  
124016 
 
Query  65331   TGACACAAACATATAGCGTACTTATTTTGAGACGCAGCAGGTGGGCTAGGAATTTTCTGA  
65390 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  124015  TGACACAAACATATAGCGTACTTATTTTGAGACGCAGCAGGTGGGCTAGGAATTTTCTGA  
123956 
 
Query  65391   TTAGACTGATGACATACCAAAACATCAAAGTTTTGCATATCAAATCTTCAGTTGGTTATT  
65450 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  123955  TTAGACTGATGACATACCAAAACATCAAAGTTTTGCATATCAAATCTTCAGTTGGTTATT  
123896 
 
Query  65451   ATATATTTCAAGTTACCTAAATTTCCATATAAACCTTGATTTCAAGTAAAAGTATGACAA  
65510 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  123895  ATATATTTCAAGTTACCTAAATTTCCATATAAACCTTGATTTCAAGTAAAAGTATGACAA  
123836 
 
327 
 
Query  65511   TTGATTTATGTTGGGTTTGCCTTGTGGTCTCCTGTTTGTGTCCTGGACTATATAAACGTA  
65570 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  123835  TTGATTTATGTTGGGTTTGCCTTGTGGTCTCCTGTTTGTGTCCTGGACTATATAAACGTA  
123776 
 
Query  65571   TATTTTTCATGATGACGTCTCATATATGTATATTATCATGTCCATTAAATACGTATATTT  
65630 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  123775  TATTTTTCATGATGACGTCTCATATATGTATATTATCATGTCCATTAAATACGTATATTT  
123716 
 
Query  65631   TTCATGTCCTCCACACAACTCTGAGATTGTTATATTTGCACTCTGAAGGTCTTGAGATAC  
65690 
               |||||||| ||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  123715  TTCATGTCTTCCACACAACTCTGAGATTGTTATATTTGCACTCTGAAGGTCTTGAGATAC  
123656 
 
Query  65691   GTTGGAGTGGTGGACGTGACTAATAAAAAAGGAGTGGTAGAGCTGCGAAGATACAAGAAG  
65750 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  123655  GTTGGAGTGGTGGACGTGACTAATAAAAAAGGAGTGGTAGAGCTGCGAAGATACAAGAAG  
123596 
 
Query  65751   GATCATCCCTTTGCGCAATTGTCTGGGTCAGATAACATTATTGCATTTACAACACGAAGG  
65810 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  123595  GATCATCCCTTTGCGCAATTGTCTGGGTCAGATAACATTATTGCATTTACAACACGAAGG  
123536 
 
Query  65811   TATAAGGATCAGCCTCTGATAGTTCGTGGGCCAGGAGCTGGTGCTCAAGTCACCGCTGGT  
65870 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  123535  TATAAGGATCAGCCTCTGATAGTTCGTGGGCCAGGAGCTGGTGCTCAAGTCACCGCTGGT  
123476 
 
Query  65871   GGAATATTTAGTGATATTTTACGACTTGCCTCATATCTTGGTGCTCCATCGTAAGTGTCA  
65930 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  123475  GGAATATTTAGTGATATTTTACGACTTGCCTCATATCTTGGTGCTCCATCGTAAGTGTCA  
123416 
 
Query  65931   TTCTGCAAGCATAATTTTCTGCATGTATGGTTTTGCATCCTCTGTTCCACGACACGCATT  
65990 
               |||||||||||||||||||||||||||||||||||||||||||| ||||||||||||||| 
Sbjct  123415  TTCTGCAAGCATAATTTTCTGCATGTATGGTTTTGCATCCTCTGCTCCACGACACGCATT  
123356 
 
Query  65991   ATCTGAAGCGACGAAGAATTGCTTTTATGTCCAAAACGTGAATTTTGATCGAAATGAATG  
66050 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  123355  ATCTGAAGCGACGAAGAATTGCTTTTATGTCCAAAACGTGAATTTTGATCGAAATGAATG  
123296 
 
Query  66051   ATGTCGATGGATATCCGAACACATGCAAATTTGTACCATCTATTTATTTATCTTGATTTT  
66110 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
328 
 
Sbjct  123295  ATGTCGATGGATATCCGAACACATGCAAATTTGTACCATCTATTTATTTATCTTGATTTT  
123236 
 
Query  66111   CTTCGTAGGTTATTTGCTTCTTATAACGTTGTAGTAATGTAAGCTTGTTTCTCTTATCTT  
66170 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  123235  CTTCGTAGGTTATTTGCTTCTTATAACGTTGTAGTAATGTAAGCTTGTTTCTCTTATCTT  
123176 
 
Query  66171   TTGTCTGGAAGAATAATAAGGGAATGGAACAGAACTCCATTAACCTTGATTGTGAGTTAC  
66230 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  123175  TTGTCTGGAAGAATAATAAGGGAATGGAACAGAACTCCATTAACCTTGATTGTGAGTTAC  
123116 
 
Query  66231   ATTGTAAAGGAACGGAAGTAAACAGAATTTATTATAATTTTTAACTTCGCTAACTGTCTT  
66290 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  123115  ATTGTAAAGGAACGGAAGTAAACAGAATTTATTATAATTTTTAACTTCGCTAACTGTCTT  
123056 
 
Query  66291   TTTAATAATTCGTATGTTGTTACTGCCTTACGTATCTAAAGTaaaaaagaaaaagaaaaa  
66350 
               ||||||||||||||||||||||||||||||||||||||||||||||||||||||||| || 
Sbjct  123055  TTTAATAATTCGTATGTTGTTACTGCCTTACGTATCTAAAGTAAAAAAGAAAAAGAAGAA  
122996 
 
Query  66351   CAAAGACTGATGATGTTGTGCAAATTTATCTATTGTTGAGTATCGTACCCTCCTTTTGCA  
66410 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  122995  CAAAGACTGATGATGTTGTGCAAATTTATCTATTGTTGAGTATCGTACCCTCCTTTTGCA  
122936 
 
Query  66411   CGTAGATGCTTGCACTTGCAATGtaaaaacaaaagagtaatttaattattagaatatttt  
66470 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  122935  CGTAGATGCTTGCACTTGCAATGTAAAAACAAAAGAGTAATTTAATTATTAGAATATTTT  
122876 
 
Query  66471   aaaataatttctaaaataaaatttactaattgtattgtctctataaatctaaattCTATT  
66530 
               ||||||||||||||||||||||||||||| |||||||||||||||||||||||||||||| 
Sbjct  122875  AAAATAATTTCTAAAATAAAATTTACTAACTGTATTGTCTCTATAAATCTAAATTCTATT  
122816 
 
Query  66531   GCTAGTCATTAATAATTAATACTAAACTGAAAATATACACAAGTTTGATATATTTTGTGC  
66590 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  122815  GCTAGTCATTAATAATTAATACTAAACTGAAAATATACACAAGTTTGATATATTTTGTGC  
122756 
 
Query  66591   TTGGTTATTTAGATTAAGTGCAAATCATGTAAAGACCATTTTTATTCATGGAAGTTGAAC  
66650 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  122755  TTGGTTATTTAGATTAAGTGCAAATCATGTAAAGACCATTTTTATTCATGGAAGTTGAAC  
122696 
 
329 
 
Query  66651   CACTTTTTATTCTTGTACTTCCATCTGTATTTTaaaaagaaaaaaTATTAACACAACAGT  
66710 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  122695  CACTTTTTATTCTTGTACTTCCATCTGTATTTTAAAAAGAAAAAATATTAACACAACAGT  
122636 
 
Query  66711   CTTTGATATTCTTGTTTCATATATTCtttttttATCGAGCATAATTGATTTAAGTCTTGT  
66770 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  122635  CTTTGATATTCTTGTTTCATATATTCTTTTTTTATCGAGCATAATTGATTTAAGTCTTGT  
122576 
 
Query  66771   TAAATATGTGGGTTTCTTTCTTCATTTAATGAGATTCGTTCCAAAATTAGTATAATTCAT  
66830 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  122575  TAAATATGTGGGTTTCTTTCTTCATTTAATGAGATTCGTTCCAAAATTAGTATAATTCAT  
122516 
 
Query  66831   ATAAATTTCAACTAAACAAAGTTGAAAAGAATATTGAAAAATGCAGTACAATACTTTCTC  
66890 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  122515  ATAAATTTCAACTAAACAAAGTTGAAAAGAATATTGAAAAATGCAGTACAATACTTTCTC  
122456 
 
Query  66891   CTTTGAAAATAATAGATTAAGTTATTGTTAGTTGCAATCAAGAAACGTTTTTAATCTTAA  
66950 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  122455  CTTTGAAAATAATAGATTAAGTTATTGTTAGTTGCAATCAAGAAACGTTTTTAATCTTAA  
122396 
 
Query  66951   AAATGAACAGTATATTTCATTAGTAATTAATTTTCTTTCCTCAAGCAGTaaaaaag-aaa  
67009 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||| ||| 
Sbjct  122395  AAATGAACAGTATATTTCATTAGTAATTAATTTTCTTTCCTCAAGCAGTAAAAAAGAAAA  
122336 
 
Query  67010   aaaaaagttttctttcctcagtaaaaaaaagaaaaagaaaaaGTTTTCTTTCCTCAAAGA  
67069 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  122335  AAAAAAGTTTTCTTTCCTCAGTAAAAAAAAGAAAAAGAAAAAGTTTTCTTTCCTCAAAGA  
122276 
 
Query  67070   ATATACGCTGCATGTTCTCACCAAAGAATATGCTATGTTTAGTATGACTCCAAACAAGAA  
67129 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  122275  ATATACGCTGCATGTTCTCACCAAAGAATATGCTATGTTTAGTATGACTCCAAACAAGAA  
122216 
 
Query  67130   CTTACATAGTTTGTTGACCAATCAAGCTCATTTCTTCATATAAAATCCGCTTATTATTCA  
67189 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  122215  CTTACATAGTTTGTTGACCAATCAAGCTCATTTCTTCATATAAAATCCGCTTATTATTCA  
122156 
 
Query  67190   TTCAAACAGTATGGTCCTCACAGCTATTGGGGTCCTCACAAAATACTTGCCATCTGTCCA  
67249 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
330 
 
Sbjct  122155  TTCAAACAGTATGGTCCTCACAGCTATTGGGGTCCTCACAAAATACTTGCCATCTGTCCA  
122096 
 
Query  67250   TGTTAGGCTCCCAAATTTGTAATCTCCATGAAATTTTTGAGTTGACAGAAAACTGACACT  
67309 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  122095  TGTTAGGCTCCCAAATTTGTAATCTCCATGAAATTTTTGAGTTGACAGAAAACTGACACT  
122036 
 
Query  67310   AAAGTTAAGGATTCGTACATCTGAATTGAAACTCAAAGTTTGAGGTTCAACTCTAACTTT  
67369 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  122035  AAAGTTAAGGATTCGTACATCTGAATTGAAACTCAAAGTTTGAGGTTCAACTCTAACTTT  
121976 
 
Query  67370   TATGCCATGTGGAACTTTCACTAGAGCTTTGTAGACTGCAGTAATATTTCCCACGTTTGT  
67429 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  121975  TATGCCATGTGGAACTTTCACTAGAGCTTTGTAGACTGCAGTAATATTTCCCACGTTTGT  
121916 
 
Query  67430   CACTGTTCTCAATACTGTTGCAGCCCTCTTCAGGTTTGGCACTGATATGGAAGGAAGGTT  
67489 
               ||||||||||| |||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  121915  CACTGTTCTCATTACTGTTGCAGCCCTCTTCAGGTTTGGCACTGATATGGAAGGAAGGTT  
121856 
 
Query  67490   GAGGTTCAGTGCTTGGTGATTTCCTTTCTTACAACTTGTGGTGGTCTTAGTCACTTTGCT  
67549 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  121855  GAGGTTCAGTGCTTGGTGATTTCCTTTCTTACAACTTGTGGTGGTCTTAGTCACTTTGCT  
121796 
 
Query  67550   AATGGATGCACTACTGTGATCCATGGAACATAGGAATTGGACATAATCCTCAGTGGTGAT  
67609 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  121795  AATGGATGCACTACTGTGATCCATGGAACATAGGAATTGGACATAATCCTCAGTGGTGAT  
121736 
 
Query  67610   ATCATATATGAGTCCTGGATCCATTGCTTTGTTGGGGTCCACGTGTCCACCTCCAATATC  
67669 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  121735  ATCATATATGAGTCCTGGATCCATTGCTTTGTTGGGGTCCACGTGTCCACCTCCAATATC  
121676 
 
Query  67670   AAAAGGGTCTGATGCTTTGTGTGTGGAACCCTCTTCAGATACAAGGCTTCCATCAGTTCC  
67729 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  121675  AAAAGGGTCTGATGCTTTGTGTGTGGAACCCTCTTCAGATACAAGGCTTCCATCAGTTCC  
121616 
 
Query  67730   GGTTTGAGATGCTACATTTTTAATTGCAACAATTAGTTACTATGGATACTGATTATTATT  
67789 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  121615  GGTTTGAGATGCTACATTTTTAATTGCAACAATTAGTTACTATGGATACTGATTATTATT  
121556 
 
331 
 
Query  67790   TATAACTATTAATAAAGACAATTATCCCATTTCATTTCGTGTACACATTTATTATTCCTA  
67849 
               |||||||||||||||||||||||||||||||| ||||||||||||||||||||||||||| 
Sbjct  121555  TATAACTATTAATAAAGACAATTATCCCATTTAATTTCGTGTACACATTTATTATTCCTA  
121496 
 
Query  67850   ATTTAACCTTCAACTACTTTTAAAATCACCCACAATCACAAATAATTACTGTCTAATAGC  
67909 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  121495  ATTTAACCTTCAACTACTTTTAAAATCACCCACAATCACAAATAATTACTGTCTAATAGC  
121436 
 
Query  67910   CCAAGGCACCGAGTGAGAAAATTGCCGGTGAGAAAATTCTAAGCATAGAAAATAAGAAAA  
67969 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  121435  CCAAGGCACCGAGTGAGAAAATTGCCGGTGAGAAAATTCTAAGCATAGAAAATAAGAAAA  
121376 
 
Query  67970   TGAGAGGTTGTGTAATCTCAAGAAAGTTGTCTGATTTGGATCCTGTCCATGTAAAATAAT  
68029 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  121375  TGAGAGGTTGTGTAATCTCAAGAAAGTTGTCTGATTTGGATCCTGTCCATGTAAAATAAT  
121316 
 
Query  68030   TTATATTTAATAATAAATAGAAATACAGCTTAAAAAATTTTGAACAGTTGGATAAGGATT  
68089 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  121315  TTATATTTAATAATAAATAGAAATACAGCTTAAAAAATTTTGAACAGTTGGATAAGGATT  
121256 
 
Query  68090   GCAGGGTGCTGCAGAGAATCTGGTCCCTATTTGGACCGCCCTCAAAAGAGaaaaaaaaaa  
68149 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  121255  GCAGGGTGCTGCAGAGAATCTGGTCCCTATTTGGACCGCCCTCAAAAGAGAAAAAAAAAA  
121196 
 
Query  68150   GTACATGAGTATGACAATTTTGAAATTTACGGTTACAGTTTTGCATGATCTGTAAATGGA  
68209 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  121195  GTACATGAGTATGACAATTTTGAAATTTACGGTTACAGTTTTGCATGATCTGTAAATGGA  
121136 
 
Query  68210   TCGGCCACAACCTACACTCCAAATGAATTGTTTTCATTTTCAACCAAAAAATTCAGAGGA  
68269 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  121135  TCGGCCACAACCTACACTCCAAATGAATTGTTTTCATTTTCAACCAAAAAATTCAGAGGA  
121076 
 
Query  68270   TAAATATTTCATTCTCTTTCTCTTTTCATCTTGTACATCTCAAAATGGCACATGAATAAC  
68329 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  121075  TAAATATTTCATTCTCTTTCTCTTTTCATCTTGTACATCTCAAAATGGCACATGAATAAC  
121016 
 
Query  68330   ATAATTCTTTGTTATTTTCATGCACTACATTTTCCTTGAAATTGGATTCCTTAGAATCAC  
68389 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
332 
 
Sbjct  121015  ATAATTCTTTGTTATTTTCATGCACTACATTTTCCTTGAAATTGGATTCCTTAGAATCAC  
120956 
 
Query  68390   ATAGCGAATGCAAAAAGGAGAATCTATGCCGtttttttCCCACGTTAAAAAGTTAATAAA  
68449 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  120955  ATAGCGAATGCAAAAAGGAGAATCTATGCCGTTTTTTTCCCACGTTAAAAAGTTAATAAA  
120896 
 
Query  68450   ATACTATAAGCTTATAAAATTTGAGCCATTGGAATGAATGCAGAGGCTGCAATCATATAA  
68509 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  120895  ATACTATAAGCTTATAAAATTTGAGCCATTGGAATGAATGCAGAGGCTGCAATCATATAA  
120836 
 
Query  68510   GCCATGCTTGCCTATCACAGTTTATGACTATGGTAGTAAATTACAATATGCATCAAACtt  
68569 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  120835  GCCATGCTTGCCTATCACAGTTTATGACTATGGTAGTAAATTACAATATGCATCAAACTT  
120776 
 
Query  68570   ttttttATTTTATTAATGCATCAATCAATACGCATCAAACTTTTATGTAACTTACGTAAC  
68629 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  120775  TTTTTTATTTTATTAATGCATCAATCAATACGCATCAAACTTTTATGTAACTTACGTAAC  
120716 
 
Query  68630   ATCAATCAATACCACTTCTTTGTTTTCTACTTTCTATTTATCAGAGTAGCACAAGTAATA  
68689 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  120715  ATCAATCAATACCACTTCTTTGTTTTCTACTTTCTATTTATCAGAGTAGCACAAGTAATA  
120656 
 
Query  68690   ATAATAGTAGTATATGTACAAAAAATAAAGAGTTGCACAAGTAACATAGTTGCTTTGGAA  
68749 
               |||||||||||||||||||||||||||||||||||||||||||| ||||||||||||||| 
Sbjct  120655  ATAATAGTAGTATATGTACAAAAAATAAAGAGTTGCACAAGTAATATAGTTGCTTTGGAA  
120596 
 
Query  68750   ATAGCTCTTCTTGATGAAGAATAACACCTTTCTGAGCTCTACTTTTTCTTTACCTTTATC  
68809 
               ||||||||||||||||||||||||||||||||||||||| |||||||||||||||||||| 
Sbjct  120595  ATAGCTCTTCTTGATGAAGAATAACACCTTTCTGAGCTCCACTTTTTCTTTACCTTTATC  
120536 
 
Query  68810   AATTTTCACCATGTCATTTTCGCATAGTTTGGCTCATGCGGAATATTTCCTTCCAATAAT  
68869 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  120535  AATTTTCACCATGTCATTTTCGCATAGTTTGGCTCATGCGGAATATTTCCTTCCAATAAT  
120476 
 
Query  68870   GGAATGGGTAATTTACAGCTGGATACAACATTTTCCAATCCAACTAGTTACTCATAGTAT  
68929 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  120475  GGAATGGGTAATTTACAGCTGGATACAACATTTTCCAATCCAACTAGTTACTCATAGTAT  
120416 
 
333 
 
Query  68930   CCTGCCATCTCTCACATTTTCTCCAAACCAGTTTACACTTTCTGTTACTAACAAAAAGTT  
68989 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  120415  CCTGCCATCTCTCACATTTTCTCCAAACCAGTTTACACTTTCTGTTACTAACAAAAAGTT  
120356 
 
Query  68990   CTTGCAACAAATTCTCTAATGTTAGTAATGTATAATAACTTGGTAAGGATGCTCTTCATG  
69049 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  120355  CTTGCAACAAATTCTCTAATGTTAGTAATGTATAATAACTTGGTAAGGATGCTCTTCATG  
120296 
 
Query  69050   GAAAGTACAACTTCAACAAAGTGTTTTTTGGAAAGACTAGGAGAGTTTATAAACTAGTTT  
69109 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  120295  GAAAGTACAACTTCAACAAAGTGTTTTTTGGAAAGACTAGGAGAGTTTATAAACTAGTTT  
120236 
 
Query  69110   GATCAAATATCACTAGCTTATATGATGTCATTTGGTTCAATTAAAACTAAAGATTATAAT  
69169 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  120235  GATCAAATATCACTAGCTTATATGATGTCATTTGGTTCAATTAAAACTAAAGATTATAAT  
120176 
 
Query  69170   TATAATATATTATTTATCATGAAttttttttACAGTTGTATTAAAAACTAAAGATTAAAA  
69229 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  120175  TATAATATATTATTTATCATGAATTTTTTTTACAGTTGTATTAAAAACTAAAGATTAAAA  
120116 
 
Query  69230   TTATAATATACTGTATTATTTATCATGAAtttttttttATCTCTAAAGTTTTATAATATC  
69289 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  120115  TTATAATATACTGTATTATTTATCATGAATTTTTTTTTATCTCTAAAGTTTTATAATATC  
120056 
 
Query  69290   GCGAATTTTGCTTCTTCGAtttttttttCTCAAATTTTGCTCTTCCGCAAATTGTTTCAC  
69349 
               |||||||||| |||||||| |||||||||||||||||||||||||||||||||||||||| 
Sbjct  120055  GCGAATTTTGTTTCTTCGA-TTTTTTTTCTCAAATTTTGCTCTTCCGCAAATTGTTTCAC  
119997 
 
Query  69350   GGATTGATCGatatttattatcttatattttatttgtatttatacaaaatttatttgtga  
69409 
               | ||||||||||||||||||||||||||||||||||||||||| |||||||||||||||| 
Sbjct  119996  GAATTGATCGATATTTATTATCTTATATTTTATTTGTATTTATGCAAAATTTATTTGTGA  
119937 
 
Query  69410   tcaatatttaaatttattttCTCC------------------------TGATGATTTATT  
69445 
               ||||||||||||||||||||||||                        |||||||||||| 
Sbjct  119936  TCAATATTTAAATTTATTTTCTCCTTCCTTATCTTATTATCTTATTTATGATGATTTATT  
119877 
 
Query  69446   TTGGGCGTTTCACCCCTTTTTCGTTTaaaaaaaGTAATAGCAATTTAAATGTACGCGTTT  
69505 
               ||||||||||||||||||||||||||||||||||||||||||||||||||||| || ||| 
334 
 
Sbjct  119876  TTGGGCGTTTCACCCCTTTTTCGTTTAAAAAAAGTAATAGCAATTTAAATGTAAGCCTTT  
119817 
 
Query  69506   CTCCCTTTTGTaaaaaaaaaaaTTATTTAAATGTGTTAATGGCACATTTATGACTTACTG  
69565 
               |||||||||||||||||||||| |  |||||||| ||||||||||||||||||||||||| 
Sbjct  119816  CTCCCTTTTGTAAAAAAAAAAAGTTATTAAATGTATTAATGGCACATTTATGACTTACTG  
119757 
 
Query  69566   ACATCTTCCTCTCTCCTCTCTGCTTCATCCAATCAGTA-TTTTTTATGAAACAAAGTACT  
69624 
               |||||||||||||||||||||||||||||||||||||| ||||||||||||||||||||| 
Sbjct  119756  ACATCTTCCTCTCTCCTCTCTGCTTCATCCAATCAGTATTTTTTTATGAAACAAAGTACT  
119697 
 
Query  69625   ACTGTAAATTTGTTATGGATTCGTTATATTTTAATATaaaaaaaTTTGAATAATTCTAAT  
69684 
               |||||||||||||||||||||||||||||||||||||||||||| ||||||||||||||| 
Sbjct  119696  ACTGTAAATTTGTTATGGATTCGTTATATTTTAATATAAAAAAA-TTGAATAATTCTAAT  
119638 
 
Query  69685   CCCATCATCCTCCTCTTATTAAATAAAGAAAGTATTTGAAT---------Gtttttaaaa  
69735 
               ||| |||||||||||||||||||||||||||||||||||||         |||||||||| 
Sbjct  119637  CCCTTCATCCTCCTCTTATTAAATAAAGAAAGTATTTGAATGTTTTTAAAGTTTTTAAAA  
119578 
 
Query  69736   cattaaatattt---ttttta-------ttttatttaatattttccattaagtattataa  
69785 
               ||||||||||||   ||||||       ||||||||||||||||||||||||||||| || 
Sbjct  119577  CATTAAATATTTTTATTTTTATTTTTATTTTTATTTAATATTTTCCATTAAGTATTAGAA  
119518 
 
Query  69786   agattttcaagacatttgtattttaaAACTTGTTCCTACAATTGCAGTGCT-Gaaaaaaa  
69844 
               ||||||||||| ||||||||||||||||||||||||||||||||||||||| |||||||| 
Sbjct  119517  AGATTTTCAAGGCATTTGTATTTTAAAACTTGTTCCTACAATTGCAGTGCTGGAAAAAAA  
119458 
 
Query  69845   TGTCTTTTAAAAATTACTTTCCTACTCTTGTTTTGGATCCTAAGATATTTTCATAAATAA  
69904 
               ||||||||||||||||||||||||||||||||||||||||||| |||||||||||||||| 
Sbjct  119457  TGTCTTTTAAAAATTACTTTCCTACTCTTGTTTTGGATCCTAA-ATATTTTCATAAATAA  
119399 
 
Query  69905   AGCAATTTTTTACCTCATAAACATGCAATTGACAAATGCTGATAttttatgaacattttt  
69964 
               |||||||||||||||||||||||||||||||||| ||||||||||||||||||||||||| 
Sbjct  119398  AGCAATTTTTTACCTCATAAACATGCAATTGACAGATGCTGATATTTTATGAACATTTTT  
119339 
 
Query  69965   ttaaaaaaaatctatttttgaattttaacaaatgttttttctttttattttatttttaaa  
70024 
               ||||||||||||||||||||||||||||||||| |||||||||||||||||||||||||| 
Sbjct  119338  TTAAAAAAAATCTATTTTTGAATTTTAACAAATATTTTTTCTTTTTATTTTATTTTTAAA  
119279 
 
335 
 
Query  70025   atatactgaaaacaaagctaaaaattatattgaaaacaagttttgaaattaaaaaataat  
70084 
               ||||      |||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  119278  ATAT------AACAAAGCTAAAAATTATATTGAAAACAAGTTTTGAAATTAAAAAATAAT  
119225 
 
Query  70085   ttcaaacaaGACCTTACTCCAGTTCATTTTTTCTTTCTCCTCTTAATTTTACCATACAGA  
70144 
               ||||||||||||||||||||| |||| ||||||||||||||||||||||||||||||||| 
Sbjct  119224  TTCAAACAAGACCTTACTCCACTTCA-TTTTTCTTTCTCCTCTTAATTTTACCATACAGA  
119166 
 
Query  70145   GGTTTACTTCAACAAAGATGAAAGAGATGTTTCGAGCTAAGATATTAGGAAATGCTCACT  
70204 
               |||||||||||||||||||||||||||||||||||||||||||||||| ||||||||||| 
Sbjct  119165  GGTTTACTTCAACAAAGATGAAAGAGATGTTTCGAGCTAAGATATTAGTAAATGCTCACT  
119106 
 
Query  70205   TCCTATTTCAATTTAAAACAATTAAACACTCAAG-AATATTGTTTAGCTTTGTCATATTC  
70263 
               |||||||||||||||||||||||||||||||||| ||||||||||||||||||||||| | 
Sbjct  119105  TCCTATTTCAATTTAAAACAATTAAACACTCAAGAAATATTGTTTAGCTTTGTCATATGC  
119046 
 
Query  70264   CAGGAAAGAAATATGTTATTTGCaaaagttaactgaaaagttaaaaagttagctcaaata  
70323 
               ||||||||||||||||||||||||||||| |||||||||||||||||||| ||||||||| 
Sbjct  119045  CAGGAAAGAAATATGTTATTTGCAAAAGTAAACTGAAAAGTTAAAAAGTTGGCTCAAATA  
118986 
 
Query  70324   gttaaaaattaagttagtaatt------gaaaattgaaagtGAATACTTAAAAACTTTCA  
70377 
               |||||||| | |||||||||||       ||| ||||||||||||| |||||||||||   
Sbjct  118985  GTTAAAAAATTAGTTAGTAATTATAATCAAAAGTTGAAAGTGAATATTTAAAAACTTTTG  
118926 
 
Query  70378   AACTTTATTAAATTATAAGTGTTTA----------TTGTTGAATTAGTTAGaaaagataa  
70427 
               |  |||||||||||||||||||| |          ||||||||||| ||||||||||||| 
Sbjct  118925  AGTTTTATTAAATTATAAGTGTTCATTGAAAATATTTGTTGAATTAATTAGAAAAGATAA  
118866 
 
Query  70428   aatgacataaataacatttaaaaaatgtaataaataaattgaataaatattttaaggata  
70487 
               ||||| |||| |||||||||||||||||||||||||||||||||||||||||||| |||| 
Sbjct  118865  AATGATATAAGTAACATTTAAAAAATGTAATAAATAAATTGAATAAATATTTTAA-GATA  
118807 
 
Query  70488   taaaaagaataaaattaaaaagttaaaagttagaaattagtgttttaaaaaatattattt  
70547 
               |||| ||||||||||||||| ||||||| ||| ||||||||| |||||||||| |||||| 
Sbjct  118806  TAAAGAGAATAAAATTAAAAGGTTAAAAATTAAAAATTAGTG-TTTAAAAAATGTTATTT  
118748 
 
Query  70548   taaataatattttaaaaaaatactaaaagatactagagaaaca-----------ttaaaa  
70596 
               |||||||||||||||||||||||||||||||||||||||||||           |||||| 
336 
 
Sbjct  118747  TAAATAATATTTTAAAAAAATACTAAAAGATACTAGAGAAACATTAAAAATTACTTAAAA  
118688 
 
Query  70597   aaattatttattaaatagtcaaataaattttttagttaataaaaaaaattaattaaaata  
70656 
               ||||||||||| |||||||||||||||| ||||| |||||||||||| |||||||||||| 
Sbjct  118687  AAATTATTTATCAAATAGTCAAATAAATCTTTTAATTAATAAAAAAATTTAATTAAAATA  
118628 
 
Query  70657   aCTTGCTAAAGATAACTATAGGAGAACAAAATGATAGCTTTCTCCTAACAAAACAAAATC  
70716 
               |||| ||||| ||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  118627  ACTTACTAAACATAACTATAGGAGAACAAAATGATAGCTTTCTCCTAACAAAACAAAATC  
118568 
 
Query  70717   ATATCAACTATTaaaaaaaTATTTATCAAATCTATACAATTTCACTGTATTTAAtttttt  
70776 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||| ||||| 
Sbjct  118567  ATATCAACTATTAAAAAAATATTTATCAAATCTATACAATTTCACTGTATTTAA-TTTTT  
118509 
 
Query  70777   tttAGAGTAATTTATGTTTCTTTAACTTCAGTTTCATTGTCTTAAAAATTCAGTCATTCA  
70836 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  118508  TTTAGAGTAATTTATGTTTCTTTAACTTCAGTTTCATTGTCTTAAAAATTCAGTCATTCA  
118449 
 
Query  70837   TAAATGCGATATTCTTCACGCGAAACGTAAAACATATTGTTTTACAAATTACAACAATTC  
70896 
               |||||| |||||||||||| |||||||||||||||||||||||||||||||||||||||| 
Sbjct  118448  TAAATGTGATATTCTTCACACGAAACGTAAAACATATTGTTTTACAAATTACAACAATTC  
118389 
 
Query  70897   ATTTATAAATAACGCGACATATAAGAGCTATGCAATTCGAGAATCGAAGCTTGTATTTAC  
70956 
               |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  118388  ATTTATAAATAACGCGACATATAAGAGCTATGCAATTCGAGAATCGAAGCTTGTATTTAC  
118329 
 
Query  70957   ATTTTCTGAAATGGGTGGTTCAGCCATCAAGATTCTTAGCATAGTTTTGCTCCTTGTCCT  
71016 
               |||||||||||||| ||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  118328  ATTTTCTGAAATGGCTGGTTCAGCCATCAAGATTCTTAGCATAGTTTTGCTCCTTGTCCT  
118269 
 
Query  71017   CATTTCTCAAGAAGTCAAGATACTGGTTTCTTCTATTTTATGAAACATAAAATTTGTATA  
71076 
               ||||||||||||||||||||||||||||||||||||| |||||||||||||||||||||| 
Sbjct  118268  CATTTCTCAAGAAGTCAAGATACTGGTTTCTTCTATTGTATGAAACATAAAATTTGTATA  
118209 
 
Query  71077   AATTATTGTTTGTAATTTTTCCTCCAATCATCATGTCAGCTATAGCCAATGTTCCTTGAA  
71136 
               ||||||||||||||||||||||| | |||||||||||||||||||||||||||||||||| 
Sbjct  118208  AATTATTGTTTGTAATTTTTCCTTCTATCATCATGTCAGCTATAGCCAATGTTCCTTGAA  
118149 
 
337 
 
Query  71137   AGATCTCTCCATAGATCAATTTCCAACAAAAAATAAAGTGCAAGGAAAGCAAGCATGGAA  
71196 
               |||||||||| ||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  118148  AGATCTCTCCGTAGATCAATTTCCAACAAAAAATAAAGTGCAAGGAAAGCAAGCATGGAA  
118089 
 
Query  71197   TGTAACTATCATCAATTAAGTGTTCATGTGTTCAAAAGAATGTGATATTAAATTGTAAAA  
71256 
               ||||||||||||||| |||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  118088  TGTAACTATCATCAA-TAAGTGTTCATGTGTTCAAAAGAATGTGATATTAAATTGTAAAA  
118030 
 
Query  71257   GATTTTAATCTGTTAAACCCGTAAAATCTTCATTTTTAAAGATCTCACACAATATTTATC  
71316 
               | |||||||||||||||||||||||||||||| ||||||||||||||||||||||||||| 
Sbjct  118029  GTTTTTAATCTGTTAAACCCGTAAAATCTTCACTTTTAAAGATCTCACACAATATTTATC  
117970 
 
Query  71317   TTATTAATGGTGATCAAGTCATCTATGGATTTTCTGTCAAATTTAGATATGCTTGCGACC  
71376 
               || ||||||||| ||||||||| ||||||||| ||||||||||||||||||||||||||| 
Sbjct  117969  TTGTTAATGGTGGTCAAGTCATTTATGGATTTCCTGTCAAATTTAGATATGCTTGCGACC  
117910 
 
Query  71377   GACCATTTCCATTAAATCCCATTTCCTCTTAGATTTTTTGTTCTTAAATATAGAGCCAAG  
71436 
               || |||||||||| |||||||||| ||||||||||||||||||||||||||||||||||| 
Sbjct  117909  GATCATTTCCATTCAATCCCATTTTCTCTTAGATTTTTTGTTCTTAAATATAGAGCCAAG  
117850 
 
Query  71437   AAGTTTTCTCTTACAAATCTTGATGCCATTTACCATAGCTTGATTTGTGGGCATTATAAA  
71496 
               |||||||||||||||||||||||||||||||||||||||||||||||| ||||||||||| 
Sbjct  117849  AAGTTTTCTCTTACAAATCTTGATGCCATTTACCATAGCTTGATTTGTAGGCATTATAAA  
117790 
 
Query  71497   TGCAGAATGAAACATCGATTCTTGGTATGTTGAATTTGTTTTGTCAATTCC---------  
71547 
               |||||||||||||||||||||||||||||||||||||||||||||||||||          
Sbjct  117789  TGCAGAATGAAACATCGATTCTTGGTATGTTGAATTTGTTTTGTCAATTCCTTTTTGTCA  
117730 
 
Query  71548   -ttttttttCTACCTCCAATACAATAACTTGCGTTGATAGCTTTAGTTTGAAATCAATAA  
71606 
                ||||||| |||| |||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  117729  TTTTTTTTCCTACTTCCAATACAATAACTTGCGTTGATAGCTTTAGTTTGAAATCAATAA  
117670 
 
Query  71607   TAAGGCCTCTCAAACGAAAAATAAACTAAGCTCATTAGAGTGTGTATAATGTATAGTTGT  
71666 
               ||||||||||||||||||||||||||||||||||||||||||||||| |||||||||||| 
Sbjct  117669  TAAGGCCTCTCAAACGAAAAATAAACTAAGCTCATTAGAGTGTGTATGATGTATAGTTGT  
117610 
 
Query  71667   TTATTATAATTTTGTGGGTCTTATCATTCCGTATAGATTTAAGCATTTTAAACAAAAATT  
71726 
               ||||||||||||||||| |||||| ||| ||||||||||||||||||||||||||||||| 
338 
 
Sbjct  117609  TTATTATAATTTTGTGGATCTTATAATTTCGTATAGATTTAAGCATTTTAAACAAAAATT  
117550 
 
Query  71727   TATTTTAATAATAAGATTGTTAAAGTGAGCatttaaactaattttataaattttattata  
71786 
               ||||| |||||||| |||||||||| | ||||||||| |||||||||||||||||||||| 
Sbjct  117549  TATTTAAATAATAATATTGTTAAAGCGCGCATTTAAATTAATTTTATAAATTTTATTATA  
117490 
 
Query  71787   cttaaaaatgttatttatggtataatattattaaacaacagttatttatataatcaacaa  
71846 
               | ||||||||||||||||||||||||||||||||||||   || ||| ||||| |||||| 
Sbjct  117489  CATAAAAATGTTATTTATGGTATAATATTATTAAACAA---TTGTTTGTATAAGCAACAA  
117433 
 
Query  71847   tatttatataGATAACTTCACCTCATATGTTCATGTGGGaaaaaaa  71892 
               | |||||||| |||||||||| |||||  ||||| ||| ||||||| 
Sbjct  117432  TGTTTATATAAATAACTTCACTTCATA--TTCATATGGAAAAAAAA  117389 
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APPENDIX C 
Needleman-Wunsch Alignment Results 
Forrest-Williams 82 1 to 10,000 bp alignment 
 
Global Alignment 
My NCBI 
 
[Sign In] [Register] 
Jump to Page Content  
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 Recent Results 
 Saved Strategies 
NCBI/ BLAST/ Global Alignment/ Formatting Results - AP6S0X1T114  
  
Edit and Resubmit Save Search Strategies Formatting options Download How to read this page 
Blast report description  
Needleman-Wunsch alignment of two sequences 
28 (94336 letters)  
RID 
AP6S0X1T114 (Expires on 01-07 06:15 am)  
Query ID 
lcl|56031 
Description 
28 
Molecule type 
nucleic acid 
Query Length 
94336 
Subject ID 
lcl|56033 
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Description 
Williams 82-1  
Molecule type 
nucleic acid 
Subject Length 
91796 
 
Other reports: Search Summary  
Dot Matrix View  
Plot of lcl|56031 vs lcl|56033  
 
Descriptions  
Sequences producing significant alignments: 
Select:AllNone Selected:0  
Alignments Download Graphics Show/hide columns of the table presenting sequences 
producing significant alignments  
Sequences producing significant alignments: 
Select for downloading or viewing reports Description Score  Percent Ident Accession 
 
Williams 82-1  -7485.0 50% 56033  
Alignments  
Download Graphics Next Previous Descriptions  
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Williams 82-1  
Sequence ID: lcl|56033Length: 91796Number of Matches: 1 
Related Information 
Range 1: 1 to 10000Graphics Next Match Previous Match  
Alignment statistics for match #1 
NW Score Identities Gaps Strand 
-7485 5416/10940(50%) 1880/10940(17%) Plus/Plus 
Query  1     CC-CTCGCGAGTTGGTTCAGCTGCTGCCTGAGGCTGGACGACCTCGCGGAGTTCTACCGG  59 
                || ||  | |  ||| | |  | | ||    |  ||  | | |   | |  ||||   
Sbjct  1     AAGCTTGCATGCT--TTCTGGTT-TCCTTGCCAATC-ACTGCATGGAACAATCTTACCAT  56 
 
Query  60    CAGTGCAAATCCGTCGGCATCCAGGAAACCAGCA-GCGG----CTATCCGCGCATCCATG  
114 
             ||  |   || | ||    |  | |   |  ||  | ||    || |  |  |||  ||| 
Sbjct  57    CATAGGGCATGCTTCTTTTTTTAAG---CTCGCTTGTGGTCTTCTTTTGGTACAT--ATG  
111 
 
Query  115   CCCCCGAACTGCAGGAGTGGGGAGGCACGATGGCCGCTTTGGTCGACCTGCAGGGGGGGG  
174 
             | |||   || |                     ||  ||| ||  |  |            
Sbjct  112   CTCCC---CTCCC--------------------CCCTTTTTGTTTATTTT----------  
138 
 
Query  175   GGGCGCTGAGGTCTGCCTCGTGAAGAAGGTGTTGCTGACTCATACCAGGCCTGAATCGCC  
234 
                   ||   | ||  || | || |  || || |||| | |           ||| ||| 
Sbjct  139   ------TGTTTTATGGTTCAT-AATAGAGT-TTACTGA-TGA-----------AATAGCC  
178 
 
Query  235   CCATCATCCAGCCAG-AAAGTG--AGGGAGCCACGGTTGATGAGAGCTTTGTT-GTAGGT  
290 
               |||||  |   || ||| |   | | |  || |||  |  | ||  || || |||    
Sbjct  179   AAATCATAGAATTAGTAAAATATCATGTA--CAAGGTCAAA-ATAGTATTTTTAGTA---  
232 
 
Query  291   GGACCAGTTGGTGATTTTGAACTTTTGCTTTGCCACGGAACGGTCTGCGTTGTCGGGAAG  
350 
               ||||  |  |  ||||   ||  | | || | |  |||      ||  || |   | | 
Sbjct  233   --ACCATCTTTT--TTTT---CTCGTACCTTAC-ATAGAA------GC--TGACTCAATG  
276 
 
Query  351   ATGCGTGATCTGATCCTTCAACTCAGCAAAAGTTCGATTTATTCAACAAAGCCGCCGTCC  
410 
             ||    ||    | |||          |||| || | ||||   || ||| ||      | 
Sbjct  277   ATAAAGGA----AACCT----------AAAAATTAG-TTTA---AAAAAAACCTTTTGGC  
318 
 
Query  411   CGTCAAGTCAGCGTA-ATGCTCTGCCAGTGTTACAACCAATTAACCAATTCTGATTAGAA  
469 
             | |   | || | || ||| | |     ||| | ||   || |  |  || |  ||| || 
Sbjct  319   CTTTTTGACATCATATATGATATTTT--TGTCAAAAT--ATGAGACTTTTTTT-TTATAA  
373 
 
342 
 
Query  470   AAACTCATCGAGCATCAAATGAAACTGCAATTTATTCATATCAGGATTATCAATACCATA  
529 
             ||||| ||        |||  ||| |    ||||||  ||        | | | | | || 
Sbjct  374   AAACTAAT--------AAA--AAAATATTTTTTATTGGTAA-------ACCTAGAACTTA  
416 
 
Query  530   TTTTTGAAAAAGCCGTTTCTGTAATGAAGGAGAAAACTCACCGAGGCAGTTCCATAGGAT  
589 
               ||| |       |||  | || |    |||||| || ||| |   | |    ||  || 
Sbjct  417   AATTTTA-------GTTATTTTATTCTTAGAGAAACCTTACCTAACAAATAATTTA--AT  
467 
 
Query  590   GGCAAGATCCTGGTATCGGTCTGCG--ATTCCGACTCGTCCAACATCAAT----ACAACC  
643 
                || ||     | ||  |||     ||| |  ||   | ||| ||  |    |||||  
Sbjct  468   TCAAATATTTGCCTTTCATTCTATTTTATTTCACCTTAAC-AACTTCCCTGGCCACAACA  
526 
 
Query  644   TATTAATTTCCCCTCGTCAAAAATAAGGTTATCAAGTGAGAAATCA--CCATGAGTGACG  
701 
             | ||   |    |||   ||||||    | ||   || |||  |||  |||| |  || | 
Sbjct  527   TGTTGGAT----CTCAGTAAAAAT----TGATGGTGTAAGA--TCATTCCATTAC-GAAG  
575 
 
Query  702   AC-TGAAT--CCGGTGAGAATGGCAAAAGCTCCAATACGCAAACCGCCTTCTCCCCGCGC  
758 
             |  || ||  ||  | |   |  |   |  ||||| |   |||     || | |  ||   
Sbjct  576   AGATGCATGGCCTATTATTCTTTCTCCA--TCCAAGAAAAAAATACATTTATTCTTGC--  
631 
 
Query  759   GTTGGCCGATT----CATTAA-------TGCAGCTG-GCACGACAGGTTTCCCGACTGG-  
805 
              ||  ||  ||    ||| ||       |  | ||  | | || |   |||   | | |  
Sbjct  632   -TT--CCTGTTAAAACATAAAAAGACGTTTTACCTTAGTATGATAACCTTCATAAATAGT  
688 
 
Query  806   -AAAGCGGGCAGTGAGCGCAAC---GCAATTAATGTGAGTTAGCTCACTCATTAGGCACC  
861 
              |||    ||| ||     |||   | ||| ||| |  |||       | |||||  | | 
Sbjct  689   TAAATATAGCATTGTCTTGAACTTTGAAATAAAT-TATGTT-------TAATTAG--AAC  
738 
 
Query  862   CCAGGCTTTACACTTTATGCTTCCGGCTCGTATGTTGTGTGGAATTGTGAGCG-GATAAC  
920 
               |     || ||| || | | || |   | ||  || ||  || ||  |||  | |||  
Sbjct  739   TTA-----TA-ACTATAAGTTACCTGAAAGAAT--TGCGTTCAAATGCTAGCTAGCTAAT  
790 
 
Query  921   AATTTCACACAGGAAACAGCTATGACCATGATTACGCCAAGCTCGAAATTAACCCTCA-C  
979 
               |||  ||    || || | |       |||||    ||  | | |  | ||  ||| | 
Sbjct  791   GCTTTTGCATTATAATCA-CGA-------GATTA----AA--TAGTATGTTACA-TCATC  
835 
 
Query  980   TAAAGGGAACAAAAGCTGGTACGTACCGGGCCCCCCCTCGAGGTCGACGGTATCGATAAG  
1039 
              |||    | |||||    || ||| ||  | |  | |  ||   ||    ||  ||||  
343 
 
Sbjct  836   AAAACATTAAAAAAGTA--TATGTAACG--CTCTACGTTAAGTGAGAAAA-ATGTATAAA  
890 
 
Query  1040  CTTTAGCCCGAACTAACATACCTCCTTTGTTAAAGCACTAAAAAACACATCCTCAATGAA  
1099 
              |  |     | |||| | |  ||  | ||| ||  | ||    |   ||  | ||| || 
Sbjct  891   ATAAAA----ATCTAAAA-ATTTCAATGGTTGAA--AATATGTCAAGTATTAT-AAT-AA  
941 
 
Query  1100  ATCTCTTTCAATACTAATCTACAACAACTTACTAAGATACCTTGTACAAAATACAAATAC  
1159 
             || | |    |||  |||  | ||     | || | |||   |  |||   ||||||    
Sbjct  942   ATATTTAATTATATAAATAAATAATTTTATTCTTAAATA---TAAACATT-TACAAAG--  
995 
 
Query  1160  ATTAAAAAATCCAAAAAACTTAGATGCAATCACTTTGGTGTTTTGGACATTGTTCTCCAA  
1219 
              |||||  | | |||||| | || |        |||  |  | |  | | |||  |  |  
Sbjct  996   -TTAAAGTAAC-AAAAAAGTAAGTT--------TTTAATTCTCTTAATAATGTCAT--AT  
1043 
 
Query  1220  CCAAAATTAAAATTTCACTTATATAAATATGCAAGCCTTCAATAGAAATTTTATAACTTA  
1279 
             || ||       ||||  |  ||  | ||| ||  | | |||      ||| ||  ||   
Sbjct  1044  CCTAA-------TTTCG-TACTAGGACTAT-CATTCGT-CAACGT---TTTGATT-CTCC  
1089 
 
Query  1280  CTTTCCAACTCTGA----TAAGAGAACAGTACTAAAATTA--CGTAAGAAAATTC---AT  
1330 
              ||  ||| | |||    |  || | ||||  |    | |  || ||||  ||||   || 
Sbjct  1090  ATTGTCAAAT-TGAATTGTTCGACACCAGTTGTTGTGTAAGACGGAAGATTATTCGACAT  
1148 
 
Query  1331  CTAAGTTCTGCGATGATAAAAAAGAA-AAAGAGAGAGAGAGAGAGGATATAGTCCTAGCC  
1389 
              | |||   |  |||  ||||| |   |||  ||  || | | |||||    |        
Sbjct  1149  TTCAGTAAAGA-ATGCAAAAAATGCCCAAATGGAAGGACAAA-AGGATCATTT-------  
1199 
 
Query  1390  TAAGGAAATCATTTTTATAATCTTA--TAAATGAGATCTTGTTTCCAATTGAGTTAG---  
1444 
             |||||    | |||| | |  | |   |   | ||  || || ||    | |  |||    
Sbjct  1200  TAAGG----CTTTTTCAGACCCCTGACTCGCTCAGG-CTAGTCTCTGGCTCACCTAGGCC  
1254 
 
Query  1445  --TAAAGCAAGATTTGTATTGTAGCATATAAAA------GAGAAGTAAGATCGTTAC--C  
1494 
               ||||   || || |   || || |  ||         ||  || |||   |||||  | 
Sbjct  1255  CCTAAAT--AGTTTAGGGGTGAAGTAACTAGCTCGTCTGGACGAGCAAG---GTTACTTC  
1309 
 
Query  1495  AATTCGCACTCCACCAGGGGCCAAGGCA--CTGCT-ATCACCAAAAACAGCG---TTCTT  
1548 
             |  | | |  | || |   ||   ||    || |  |||| | ||  |  |    ||| | 
Sbjct  1310  AGGTTGAAG-CAACAACTCGCTTGGGTGAGCTCCAGATCAACTAAGTCCCCTCATTTCCT  
1368 
 
344 
 
Query  1549  GTTAACAGTAATGTTACAGAGATCACAGA---GTTTCTCCACCTTATACCCTGCAAAACA  
1605 
              | || ||  |||  |  | | | | |||   | |||          | ||| || |  | 
Sbjct  1369  ATAAATAGGCATG--AGGG-GCTGAAAGAAAGGGTTC----------AGCCTTCAGAT-A  
1414 
 
Query  1606  ATCACACAACGAACAAGTCAGATTTATAGACATTTGTAACAAATCAA--AACCAGAAGGT  
1663 
              | |   || ||   ||| | ||||  ||| |     || |||| ||  ||  | ||||| 
Sbjct  1415  TTGA---AAGGATTTAGTGAAATTTGAAGAAAAGAAGAAGAAATAAAGGAAAAACAAGGT  
1471 
 
Query  1664  AGAGATCC-----AATC-CTAT----ATATATTACCAG-TCAATCCAAGAG-GTC-TCAG  
1710 
              ||| | |     |||| | ||    ||  |||  ||  ||  ||   |   ||| || | 
Sbjct  1472  CGAGGTGCTACCGAATCACGATCGTAATCGATTTTCACATCGTTCTTCGTTCGTCATCCG  
1531 
 
Query  1711  ATCCCACAAAACAAGATGGTTCTCCGTTCCGCCAGTG-AC----AAGGCTGTACCCTTTC  
1765 
              |        |    | |  | ||  |||   |  || ||    |||| | | |  |||  
Sbjct  1532  GTTAGTATTTATTTTAAGTATTTCAATTCAATCTATGCACCCATAAGGGTCTTC--TTTG  
1589 
 
Query  1766  CCCAT-CAAGTATTTTCCAAGCGCAACGGCGTTCGCCT-----TAACCTGCTTCGCGTAG  
1819 
              | || || | || |||  | | ||      |||  ||     ||| ||  ||    | | 
Sbjct  1590  TCGATTCATGCATCTTC--ATCTCATTC---TTCTACTATTTGTAATCTATTTTCTTTTG  
1644 
 
Query  1820  GCCTTAAACCCGGGCGACGCGGCCTG-CTTCAGCGCCACGGCGAGAGCACCGATCTGGTG  
1878 
             |   ||||   | | |    | || | | |   || |||  | |   || |  |    |  
Sbjct  1645  G---TAAA---GTGAGTTTTGACCGGTCATTTACGTCAC--CAAA--CATCTTTTAATTA  
1694 
 
Query  1879  GTTGTGGGGCCCACCC--TGCAGCGAAGGGAACACCGCGAAGTTA---ATCTTGT---CC  
1930 
             ||| ||  |   |     || |   |||  || | |   | || |   | ||| |   || 
Sbjct  1695  GTT-TGAAGTTTAATAAGTGAAATCAAGTTAAAATCAACATGTAACCGAGCTTTTTATCC  
1753 
 
Query  1931  TCGAAAT-CA--TAAACCGCGTTC----TCC--GGC-----TGCCC-CTTCT---TCGGC  
1972 
              | |||| ||  |||| | |||||    |||  |||     ||  | ||| |   |  |  
Sbjct  1754  GCAAAATTCACTTAAATC-CGTTCAAGGTCCAAGGCCTTAATGGTCTCTTTTATTTTTGT  
1812 
 
Query  1973  GGCTTGG---GGCCCTTCCG---GTAAAAGATCATCCCCGCACGTGGGCCCCGCAAGCT-  
2025 
              | || |   |    || |    ||  || |||| | |  ||||         |||  |  
Sbjct  1813  TGGTTCGAATGAATTTTTCAAAAGTTTAAAATCAACTCGACACG---------CAATTTT  
1863 
 
Query  2026  CTTGT-----GAGTCGTGGTGGTCACAATGTCGCAAT--ACTCGA--------AGGGGCT  
2070 
             |||||     ||    ||  ||||  | | || ||    ||| ||        ||| ||  
345 
 
Sbjct  1864  CTTGTTTTAAGAACTATGTAGGTCTGAGTTTCTCATCGCACTTGAGGATACGTAGGAGCA  
1923 
 
Query  2071  -GTTCACTTCCTGCG-CGGCCACAAGGCCGCTAGTGTGCGCCATGTCGCAGAGAAGCAAT  
2128 
              |  ||   |||  | || ||  ||       ||        |    | | | ||| ||| 
Sbjct  1924  AGGGCAACGCCTTTGTCGACCCGAAAAAATAAAGAAGCATAAAAAGGGAAAATAAGTAAT  
1983 
 
Query  2129  GCTCCG--CACTTATCAGCGACTTCCCTGAAACGTTTGTAGTCCCAATCGCGAGGGTACG  
2186 
               |     ||| | |  ||   |||  | ||| |||   |  |||  |  |||    ||  
Sbjct  1984  ATTGAAGTCACGTTTTTGCACATTCGATTAAAGGTTGTCATCCCCTGTGACGA----ACA  
2039 
 
Query  2187  CGCTGCCACCGCAGATTATGAGTTTTGGCCTG------AAGTCTAGGGCTTTTTCTTCCA  
2240 
             ||  |     |  | | ||   ||||   ||       || ||  |  |  ||  || || 
Sbjct  2040  CGTGG-----GGTGTTAATACCTTTTTCGCTCGTAAATAACTCCCGTACCCTTATTTTCA  
2094 
 
Query  2241  AGCGGTCGTAGTCG-ATGTAGCCGGTGGTGGAGTTTACCTTGTAAGGGAGACTCTCGAAG  
2299 
             |        | ||| || |  ||  |  |||  |||   || ||| |    | ||||||  
Sbjct  2095  AA-------ATTCGCATATCCCCCTTTTTGG--TTT---TTCTAACGTTTTC-CTCGAA-  
2140 
 
Query  2300  TAAATGGAGGTGGCG--------GAGATCTTCTTTCCGCCGGAGGTGTAGT--AGCCGTG  
2349 
             |||| |  |||||||        | | | ||||||  |   || |  |  |  || |  | 
Sbjct  2141  TAAACGTTGGTGGCGACTCCCGCGTGTTTTTCTTTTTGGAAGACGCATCCTTGAGTCTCG  
2200 
 
Query  2350  GGTGAGGTGGCC-GCCGGAGCGGAGATCTAGCCCCATGATGCGGTCGTGGGGGTTGAGGA  
2408 
               | |     || | || || | || |   ||  || |||             || |  | 
Sbjct  2201  CCTCACCCCTCCCGTCGAAGGGTAGGTT--GCAACA-GATAATAATAAAAAAATTCA--A  
2255 
 
Query  2409  CGGCGGTGTAGGCGGCGA--AGTTGGCCGGGGAGCCGGAG---TAGGGCTGGACGTTGAC  
2463 
             |   | | |  ||  | |  | ||    |   |     |    ||  | |  |   |||  
Sbjct  2256  CCATGATATTCGCAACAATAAATTAAATGCACACATACATATATATAGTTATAAAATGAT  
2315 
 
Query  2464  GCCCCAGG-ATTGGG-CGTCGAGGTGGAAGGCTTGGAGGGCGCGTGAGCGGCAGAGGTT-  
2520 
               |  |   |||    |  | |     ||    |  | |     | | |  ||    ||  
Sbjct  2316  CACAAATTTATTCACACAACAAAACAAAAAATATTCAAGTAAA-TAAACATCAACACTTC  
2374 
 
Query  2521  ------TTCGAT-CTGGTCGATGTATTCATTGCCGCCGTA-GTAGCGGTTGCCCGGCATG  
2572 
                   ||| || || |   |   | | ||  |   | || || | | || || |  |   
Sbjct  2375  ACTGCATTCAATTCTTGAACAAACAATTATCACTAACATATGTTGTGATTTCCAG--AGT  
2432 
 
346 
 
Query  2573  CCCTCGGAGTA----TTTGTTCGTGAGAGCGCTGCCGAGGGCCTC-GATG------ACGG  
2621 
             | || |   ||    |||| |  | |||    |   | | | ||| |||       | || 
Sbjct  2433  CACTAGATTTAACTCTTTGGTTCTCAGAAT--TAGTGTGAGTCTCAGATTCTTCAAATGG  
2490 
 
Query  2622  CGAAGGAGGTGAAGTTCTCGGAGG--CGATGAGCTCGATTCCGCGGCAT---TGACGG--  
2674 
                | ||| | |  |||  | ||   ||     ||   || |    |||   |||  |   
Sbjct  2491  TCTATGAGTTCATATTCATGCAGTAACGTCTCACTGCTTTTCTTATCATATATGAAAGTA  
2550 
 
Query  2675  --------CGCTTCTCCTTC-TCGATG-AGGTCATGGATCTCGGGATCCACCGTCGCCAA  
2724 
                     | ||||| | || | |||| |||| ||  ||  |   |||  || || | || 
Sbjct  2551  TTCAAAATCTCTTCTTCATCCTAGATGGAGGT-ATCTATAACTTCATCT-CCATCCCAAA  
2608 
 
Query  2725  GGGCGTGTTACCCCACACGCTTACTGGATCCATGAACGGTGGAAATGAATGAATGAGAGT  
2784 
              |  |   |  |  |||    || |  || | | ||      | || |||       | | 
Sbjct  2609  TGAAGGTGTCTCGTACA----TATTCAATTC-TCAAAATAAAACATAAATTGTCACTACT  
2663 
 
Query  2785  GAGTGAAGAGCGAAAAGCCAAGAGCGAGAAG---AGAGAGTGTTGTTGTGTTTGTTGAGG  
2841 
                | |||   || || ||||     | |     | | | | |  ||     |    |   
Sbjct  2664  TCCTAAAGGATGATAA-CCAATTCACACATATTTATAAAATATCATTTCAAATAACTA--  
2720 
 
Query  2842  TGGAATGGAAATA--TGAGTGCGTATGTGTTCGTTTTTAAAAGCTTTGAGACCGGGTGTG  
2899 
             |  |||  |||||  | | | |  || |   | |  |||| | ||| ||     |||    
Sbjct  2721  TCAAAT--AAATACTTTAATTCC-ATATACAC-TAATTAATAACTTGGAA----GGTCAT  
2772 
 
Query  2900  AAAGGACCGTTGTAGCCT---GTGCTTCCGGTTGGTTAGTTACTTGTAGGTAAATTGTGT  
2956 
             |    |  ||| |||| |   ||   ||   ||  | | | |||   |  ||||   |   
Sbjct  2773  ACCTTA--GTTATAGCATCACGTAAGTCAATTTA-TAATTAACTATGAAATAAAACATAC  
2829 
 
Query  2957  CCACTTGTTCGCCT--------GGTGCTGGTT-TACTACC-AACCACAACTTCAATTCTT  
3006 
              |||   ||    |        | ||||   | |  || | || |||||  || |  |   
Sbjct  2830  ACACAAATTAAAATATATTTTAGTTGCTATATATGATAGCTAAACACAAAATCCAAACAA  
2889 
 
Query  3007  TGTTTTCTCTTTTTTTTTTTTTAACATTTATAAATTTATAATCAA-TAATCAATATTTGT  
3065 
               |  |   |   ||||    |||  ||||  | |  |||  ||| || | ||||||||| 
Sbjct  2890  GCTGATTGATGAATTTTCAAATAAATTTTAAGATTGAATATGCAACTAGTGAATATTTGT  
2949 
 
Query  3066  AG--TATAA-ACATCTAGTATTTGTTTAACGCCGAAAAAAAAATTTCA-AATTAACTTAA  
3121 
             |   | ||| || | |  | |||||  ||      |||  |||   || || |||  ||| 
347 
 
Sbjct  2950  ACATTGTAATACCTTTTTT-TTTGTAAAATT----AAATTAAACCCCATAAATAA--TAA  
3002 
 
Query  3122  AAATACTATTAATAACTAGTTTTGAG---TAAACATTGTTCCAGATTAATAACTAGTTTT  
3178 
             |||||  ||  || | ||  |  ||    |||| | | |||  |  ||| || || | |  
Sbjct  3003  AAATAACATGTATGATTATATCAGACACTTAAATAAT-TTCATG--TAAAAA-TACTATG  
3058 
 
Query  3179  GAGTCTAAGATTCAATTTTATAATTACATTGATGGTTATT-GTTCAGG---AACA--AGA  
3232 
             ||  |||| |||  | | ||   ||  || | ||  |||| ||| | |   ||||  ||| 
Sbjct  3059  GAACCTAAAATTTGAATCTAGT-TTCTATCG-TGCATATTTGTTGAAGTTAAACACAAGA  
3116 
 
Query  3233  TTTTATTATCTATA-ATAATA-ATAATAATTTT--TTACATCAGAATAAATGTTACGCAT  
3288 
             |   |  |   | | || ||  || ||||||    | | ||  ||||| |  ||    || 
Sbjct  3117  TCCAAGCAAGCACATATGATGCATTATAATTGCACTAAAATTTGAATATAGTTTCTATAT  
3176 
 
Query  3289  TTGGC---TGGACGTTGACGCCCCAGGATAGGACAAAT-TAG--AATTT-TATAATTACA  
3341 
              | |    ||   |||| | | ||  || | | || || ||   ||||| || || ||   
Sbjct  3177  ATCGTGCATGTTTGTTGGCTCTCCTTGACAAG-CATATCTATTTAATTTATACAAGTAG-  
3234 
 
Query  3342  TCGATGGTTATTGTTCAGGAACAACCGATAAAT-CACAT-TATTTTAATGCGAAAAACGT  
3399 
             |  ||    | || | || |  ||  ||| | | ||||| || |||| |   |   |  | 
Sbjct  3235  TAAATAA--AATGATAAG-ACTAAATGATGAGTTCACATATACTTTATTTGTACTCATAT  
3291 
 
Query  3400  AAAAGCAAAAATTCCTAACATTTATTCTGATGTGAA--------AAATTATGTCCTAAAT  
3451 
             | |   | | ||   |||   || ||  ||||  ||        ||  ||  ||||     
Sbjct  3292  ATATATATATATATATAA---TTCTTG-GATGGAAAGGACCCCGAAGATACTTCCTTGGG  
3347 
 
Query  3452  TC-TAATTTGTTCCAAACACGATATTCATAT--TACCGTTTGGTTGGTTGGGCGTTAGAA  
3508 
             |  | | ||||| |     || | |||| ||  |  ||||  || | |||      || | 
Sbjct  3348  TGGTGACTTGTTAC-----CGGT-TTCAAATGGTTACGTTGAGTGGCTTGACTCAAAGGA  
3401 
 
Query  3509  ACTCCAATGCGTGAATTTCAAAACATAAATGACTTGCTTCTACATCATTCACAGTTTTT-  
3567 
             |  | | | ||||  || ||   |||    ||  | |||     |   | | ||       
Sbjct  3402  AGACAAGTCCGTGGTTTACATTTCATTTGGGAGCTACTTTGTGTTGTCTAAGAGACAAAC  
3461 
 
Query  3568  --AGGAAATTT----TGCTT-GT-AGATG-TGAATAA--AACCATGT---TATTTAATGC  
3613 
               ||||||||     ||||| || ||||  ||  |    |  | |||   |  |||  |  
Sbjct  3462  GGAGGAAATTGCAAGTGCTTTGTTAGATTCTGGTTTTCCATTCTTGTGGGTGATTAGAGT  
3521 
 
348 
 
Query  3614  AACACATGAA--ACAAATAGAGCAGTTGT--TTAACAGGAGTACAAAACAAAAGTTAATT  
3669 
              | | | |||  | ||   ||| || |||  || | ||||||   ||   || |  || | 
Sbjct  3522  GAAAGAGGAAGAAGAAGGGGAGGAGGTGTGTTTGAGAGGAGTTGGAAGAGAAGGGGAAGT  
3581 
 
Query  3670  TATT-AAGAAAAATAAACAGAAAAGAGCAGCGATCTTGATTAGTGTTATTAGTAGGATTC  
3728 
             |  | |||     |   |||    | | || | ||   | | |  |  || ||  ||  | 
Sbjct  3582  TGGTGAAGTGTTGTTCTCAG----GTGGAG-GTTC---AGTGGGTTGTTTTGT--GACGC  
3631 
 
Query  3729  TCTTTCTGTTGATAAAAAAGACAAAACAGTGGCTTGTGTTTAAAAGGTG-------TGCT  
3781 
              || |  ||||   ||   ||| |   || | || | ||||    ||||       || | 
Sbjct  3632  ACTGTG-GTTGG--AATTCGACCATGGAGAG-CTAG-GTTTCGGGGGTGCCCATGGTGGT  
3686 
 
Query  3782  GCATGCAC-----TCATACTCATAGATTTAGAAGTTTACTTGTTATCAAACCAGTT--AG  
3834 
             |  | | |     || |||  | |||   | | | | |  || ||  |||   ||   || 
Sbjct  3687  GTTTCCTCAGTGGTCGTACCAAAAGAC--AAATGCTAAACTGATAGAAAATGTGTGGAAG  
3744 
 
Query  3835  CT-----TAATTGGCTCTGTCA--AGCATGGGAAGAGTTAAATTTGGAAAATGCTTACAT  
3887 
              |     | |  || |   |||  || ||||||| |||  ||   | || | | ||| |  
Sbjct  3745  ATAGGGGTGA--GGGTGGATCATGAGGATGGGAA-AGTAGAAGGAGAAAGA-GATTAAA-  
3799 
 
Query  3888  CAAACTATC--AA-AGGCTTTTCATTCAAAAACAAGCATC-AGCTTCACTTCTTA-AACT  
3942 
              ||    ||  || |||    | ||    |    ||  |  ||  | | |    | || | 
Sbjct  3800  -AAGTGTTCGGAAGAGG----TGATGGGGAGTGGAGAGTTGAGAATGAATGTAAAGAAAT  
3854 
 
Query  3943  TCAAC--TTAAGTTA---AAGCAAGAAATTCATTTGTTC-TACA-ATTTGACTGGAAACC  
3995 
               ||   ||  |  |   | |||   ||   |  || || | || ||||  || ||  || 
Sbjct  3855  GGAAGGGTTTGGCCAGGGAGGCAGCCAAGGAAGGTGGTCCTTCAGATTT--CTTGATGCC  
3912 
 
Query  3996  TGAATGTGTGATGCAC--ACACTACATGTACGTCACTGC--AAGACTTGGTTTTAAGTTT  
4051 
                | || ||  | |   | | |  ||| ||||   |||  || | |||  ||  |  || 
Sbjct  3913  ATGACGT-TGCAGAATCGATAATCAATGCACGTGTTTGCCAAATAATTGACTTGGA--TT  
3969 
 
Query  4052  CTTTCCCAATTCTCAGTGAGTCAGTGTTG--TTGGTATTTGGTAGCAACGAGGTTGGTGG  
4109 
             |   ||   ||||||||   ||  || |   ||  | |||    ||  |    ||  |   
Sbjct  3970  C---CCGTGTTCTCAGTTCTTCCATGCTAAATTATTCTTTTTCTGCTTCTT--TTTCTTT  
4024 
 
Query  4110  GGGCAATATAGCCAATTTATTCCCACCAAAATCACCAACCCCCCTCTCTACTTCACTGAT  
4169 
                ||||     ||||| ||||     |   | |  |       | | ||   || | |  
349 
 
Sbjct  4025  TTCCAAT-----CAATTGATTCT----ATGTTTAAGATTTTTATTATTTAGAACAATTAA  
4075 
 
Query  4170  GCTGACTCTTTCCTTCCCCCACACC-TTGCTTCA--TTAACATGGGGGATAGTTAATTTG  
4226 
               | | | ||   ||     | |   ||  || |  || | |||    ||  || |||   
Sbjct  4076  ATT-ATTATTGTTTTAAGAGATAGTATTATTTTAAGTTTAAATGTAT-ATTTTTTATTCA  
4133 
 
Query  4227  TAGGTTT--CTGAATATGA-CTGGGA-ACTACTAAACATTGTTTTTTTCCCCAACCAATA  
4282 
             ||  | |  ||  || | | |||| | ||| || || |||  |||| |        |||  
Sbjct  4134  TAATTATATCTCTATTTAATCTGGTATACTCCTTAAAATTACTTTTATTT------AATT  
4187 
 
Query  4283  AATTTTGATTTATGAAATTGATCCCCTTAAATAATACAATAGGTCTATGGGATTAAT--T  
4340 
             |  |||  ||| | ||| | |||     |||| || ||||     ||| | || | |  | 
Sbjct  4188  ATGTTT--TTTTTTAAAATAATC-----AAATTATTCAATCT---TATTG-ATAAGTGGT  
4236 
 
Query  4341  TTGATTTAACAATGAAGTCAATGTTCAGC----AGGCATGCATATTCAGCCAAA-ATCAC  
4395 
             |||   || |||        ||| ||| |    |   ||  |||  |  ||||| || |  
Sbjct  4237  TTG---TATCAA--------ATGCTCACCTAAAAAAGATAAATAGACTCCCAAATATTAG  
4285 
 
Query  4396  ATCGC-AACAACAACCTCTTGTGTCTTCACCCCATCAAGTCAAAAGCTATTTAACTAAGA  
4454 
             |   | ||||| ||  ||  |  | || | | |||||| |   ||| |          || 
Sbjct  4286  ACACCTAACAAGAAA-TCAAGAATATTTAGCTCATCAAAT---AAGAT----------GA  
4331 
 
Query  4455  ACATCT-TTAAAAATATATCAGTGTTAACTTTTACTGTGCAGCCTCTAATAGTGCACCTT  
4513 
              || || ||| |||| | | | | |||  ||||| |        ||||  | |  |     
Sbjct  4332  GCACCTGTTATAAATTT-TGA-TATTATTTTTTATT--------TCTATCAATAAA----  
4377 
 
Query  4514  TAAAATGACTTGATGTAACAAGCATTTTATCCTTTAACTTTAATTAATTTAGTCTTTATC  
4573 
              |||| |||   |  |||| || |    ||    ||| | | ||||    || |     | 
Sbjct  4378  -AAAAAGAC---ACCTAACGAGAAAAAAATA---TAAATATTATTATCAAAGACAGATGC  
4430 
 
Query  4574  TTTTATTATTAGCATTTTAGTTCAC--GTTTCCTTTTTCACATTTTATACATGAGCTATT  
4631 
                 ||||  |  ||| | |  | |  | |  |||||| || | |||||  |||  || | 
Sbjct  4431  AGGAATTAGGACAATTGT-GCCCCCTAGATAACTTTTTTACTTGTTATATTTGA--TAAT  
4487 
 
Query  4632  TTAAAAT------CCATACCAAC-TTCTATAAAAACATTTATCATTGTCCACTTTACAGG  
4684 
               |||||      |||||   |  ||  ||  |||   | || | | ||   |||| | | 
Sbjct  4488  AAAAAATTTGTCCCCATATAGATGTTGCATCCAAAAGATAATTAATTTCT--TTTAAATG  
4545 
 
350 
 
Query  4685  CATACCAGTAACCAGTTTACTAATACCCAATTCAATGTGGTGAAATTATATTTAAAATAA  
4744 
              ||    | |   | |  | || |||  |||   || || |    ||||||||   |||  
Sbjct  4546  GATGTAGGAAGAGACTAAATTATTACT-AATCTTAT-TGCT----TTATATTTTTTATAG  
4599 
 
Query  4745  A-ACCTTTTAAGCCAC-CCTACTCAGTTCTATAATCATG--AGAAATCTCGTAGCAT---  
4797 
               | ||||    |||| |||||  ||| | | |  ||||  | |||||  ||  |||    
Sbjct  4600  TTATCTTT----CCACTCCTAC--AGTACGAAACACATGTAATAAATCA-GTGCCATTAA  
4652 
 
Query  4798  CGT-CAA---GAG---ATGTTAATATG--GTATCA---ATAATTT----TTTTCCCAGGA  
4841 
             | | |||   ||    ||  |||| ||  ||| |    ||| |||    ||||     |  
Sbjct  4653  CATACAACTCGACCTAATTGTAATTTGTAGTAACTTAGATAGTTTAGATTTTTTTTTTGT  
4712 
 
Query  4842  TCAGGAAAAAATTAAACCTGCCTACCAAAACAACTTAGAACAAATAA-TTTGGAGATTAA  
4900 
             |  || |    |||    ||  |  || || || ||| |  || |   ||| || |  || 
Sbjct  4713  TATGGTA----TTA----TGTATTTCATAAAAATTTATATTAATTTTCTTTTGAAA--AA  
4762 
 
Query  4901  GCTGAACCACTCCACCAATTTTGAACAATCCCCCAAACTTTACTAACATGGCCAAGAAAG  
4960 
               | |   ||| ||    | |||     ||  |    ||||  ||| ||    ||  ||| 
Sbjct  4763  TATTAT--ACTTCA----TATTG-----TCTTCTTGCCTTTG-TAAAAT----AA--AAG  
4804 
 
Query  4961  TCGTAGTTCGAAATTTATGATATAAATGAGATGCAACTAGTTCACTT--ACTAG---GAA  
5015 
             |    |||  |||      |||| |||   |  ||    ||| | ||  || ||   ||  
Sbjct  4805  T----GTT--AAA------ATATCAAT---ACTCAT---GTTTATTTGAACAAGTGAGAT  
4846 
 
Query  5016  GCATTTTAATTTCATAATTCATAATTTCAGAGGTTGATGTTGGGCTTGACTTAAATCTCC  
5075 
             |||| | |||  | ||  |||| ||||  ||   || |  ||  | | ||||    | |  
Sbjct  4847  GCATGT-AATCGC-TA--TCATTATTTAGGAA--TGCTAATGAACCT-ACTTGTTGCACT  
4899 
 
Query  5076  CATTGGGCATTGGTGCCATTGCCAAAGCCATTTGTAAAGAGTCT--TTCAATCGCGTATG  
5133 
              |||  || |  ||    ||  |||  ||  |   ||| |||||  |||||     |||  
Sbjct  4900  AATTAAGCCT--GT----TT--CAA--CCTGTAAAAAAAAGTCTGTTTCAAAAT--TATT  
4947 
 
Query  5134  TTATATGCGGTTGGCACGTCCCAACTTCCAAGTTATAAGTCCTCAATTACCTACCTGTAG  
5193 
             || |||||  ||           ||||  ||   || || ||| ||| |  |   || |  
Sbjct  4948  TTTTATGCATTTT----------ACTTAAAAAA-ATTAGACCT-AATGAATTT--TGAA-  
4992 
 
Query  5194  TTTTTAATTTATGACTTTATTATGCTCACTTTTTTTTTTCCGGTGAAATTGTCATGCTCA  
5253 
              | || ||||  || ||| ||| |   |  | | |||||  | |  |  | |     | | 
351 
 
Sbjct  4993  -TATTGATTT--GATTTTTTTAAGAGAA--TATATTTTTGAGTTATATATATATATATTA  
5047 
 
Query  5254  CCAATGCT--CTCATAATAATTCCGTGATATTTTATTTAAT------TACAACGCGGGAC  
5305 
               | | ||  ||| |  ||||    | ||||||| ||||||      |||||      |  
Sbjct  5048  GTAGTCCTACCTCGTTCTAATATTTT-ATATTTT-TTTAATAAAATATACAAATTTTTAA  
5105 
 
Query  5306  AAACTGCATCTAGATCTAGGCTACTACTACTATATTATAAGCGTATTAATTGAGCAAATA  
5365 
             | | |   | |  ||  |||  |  | || |  ||| ||  | ||| ||||   ||||   
Sbjct  5106  ACAAT---TTTGTATTAAGGAAAA-ATTAATC-ATTTTATTCTTAT-AATTATACAAAAT  
5159 
 
Query  5366  TCCAATTTTAAGATCTAC-TCAAGCTACGCGA-GAAGG----TTGTTG-ATCTATTTGTT  
5418 
             |    ||| ||   | || |  |  ||  | | ||||     || ||| |||| ||| |  
Sbjct  5160  TTAGCTTTGAATGACCACATTTAATTAGTCCATGAAGAATTCTTTTTGGATCTCTTTTTG  
5219 
 
Query  5419  T----------------TCACTTTTAACATTAATTTGGTC---------ATTGAATTGTT  
5453 
             |                ||| | || | | ||||| |  |         ||||| || || 
Sbjct  5220  TCCTTGTCATTACAAAATCAATATTTAAAATAATTCGTACTAAAACCACATTGATTTTTT  
5279 
 
Query  5454  TTGCTTCAATA-ATT-ACATATT---AGTAATAATAGTTGGAACGGCCATTTGCATGAA-  
5507 
             ||  ||  ||| ||| ||| | |   |||   ||||  |  || |    ||||  | ||  
Sbjct  5280  TTTTTTGCATAGATTGACAAAATGAAAGTTTGAATA--TAAAAGGTTACTTTGTTTAAAC  
5337 
 
Query  5508  --AAAATAGAAGGGCGAGTCATCTG-----AGTCCTATGATTTGATTTTTTTTTTCTTAA  
5560 
               |||| | ||     |   || |      ||   ||  || |||||| ||| ||   || 
Sbjct  5338  TTAAAAAAAAATTCTAAAAAATATTTTTTAAGAAGTAA-ATATGATTTATTTATTAACAA  
5396 
 
Query  5561  AAAAATCTCCCTTTTTATAAATAGAAAACCCAAATAAAAGTTAAAACAATAATT----TA  
5616 
              | | | | |  |||| |||   |||||   ||||| |   ||||| |||||||    || 
Sbjct  5397  GACATTTTTCTATTTT-TAA---GAAAA---AAATACA---TAAAA-AATAATTATTTTA  
5445 
 
Query  5617  TGCAATTATCCGAGTGAAAAGGTGC--CAATATATTTTTTGAAGAAAAAATAGTTTGATG  
5674 
             |  ||  ||  ||   |||   | |  || || || ||   ||  |  |||   || ||  
Sbjct  5446  TTAAAAAAT--GATCCAAACCCTTCATCATTA-ATGTT---AATGATTAATCTATTAATT  
5499 
 
Query  5675  CATGTCG---TCATTATGAAGTAACTATTAT-GATCATTTGAAAAAGGTCACCACATCTC  
5730 
             |||||     | |||||    ||| ||| || ||| ||   ||||||     ||  | |  
Sbjct  5500  CATGTTTAATTTATTATATTATAATTATAATAGATTATAC-AAAAAG-----CAATTATA  
5553 
 
352 
 
Query  5731  AGAC--AGCGGACAACTGAAGCACATGGGTATTTCTTTCTTGGATGCATGGGTTA---AT  
5785 
              ||   |  |    |   |   |  |   |||||      |||| | ||| ||||   |  
Sbjct  5554  CGATTTAATGTTTTATATATTTAATTTTATATTTAAAATGTGGAAG-ATGCGTTAGCAAG  
5612 
 
Query  5786  TTTTATTTTTTTG--TTACTGATAATATTCT----TTTAAATTTTAATCTATGAACATGC  
5839 
             | |||   | |||  | |   | || |||      | || | || || |||  | |||   
Sbjct  5613  TATTAAGATATTGACTAAAAAAGAAAATTAAAAAATATATAATTAAAACTAA-AGCATTT  
5671 
 
Query  5840  TC-ATGTTTCCAGCAGTACTGTACTTTACTTTT----GAAAAAGAATTATTAAT-TATTA  
5893 
             || ||   |  |  | ||    |||||  ||||    || | | ||   ||| | ||||  
Sbjct  5672  TCTATAAATAAAAAA-TATAAGACTTTTTTTTTACATGACATATAAAACTTACTCTATTC  
5730 
 
Query  5894  ATTATTATAATTCTCAAATCTTTTTAGTCGTATAT--TAAT----TCA------TTTCCC  
5941 
             | ||||| |||| | |||  |||  | | ||||||  ||||    | |      ||| |  
Sbjct  5731  AATATTAAAATTGTTAAAGATTTA-ACTGGTATATACTAATAGTGTAAATATATTTTACA  
5789 
 
Query  5942  GGG---ATCGCTCACTC--TTTTAC-TATG---AATG--CGAATGAAATGGAAGGCGACT  
5990 
               |   |||  | ||    | | || |||    || |  || || |||   ||    |   
Sbjct  5790  CAGCCCATCAATTACAAAATATCACATATTTAAAAAGTTCGGATTAAA---AATTACATA  
5846 
 
Query  5991  TTTTTTTCTTTGTTATTTTTATTCTCTT----TTCTTTAAAGAGGAACCAACCGACA-TA  
6045 
             |    ||  |||| |||| | || || |    || ||  || |  | ||||| |  | || 
Sbjct  5847  TACCATTAATTGTGATTTATTTTATCATAGTATTATTACAAAATAATCCAACAGGAACTA  
5906 
 
Query  6046  GGTTTTTCAAAGCCTTGAGCTGTACTTATGCAGCAAGCTGGT---AACGCAAA-GCTAA-  
6100 
              ||  |   ||   ||    | |  || | |   ||  | ||   |   ||   || ||  
Sbjct  5907  AGTAGTGATAAATTTTCGTATATTTTTCTCCT--AATTTTGTTTTATTTCACGTGCCAAC  
5964 
 
Query  6101  -TACAAAAT-GTCCTT--AAAAAA-GTAATA-TAA-AATATCTTTCAAGATTGGGGAAA-  
6152 
              |||   || || | |  |||||| || | | ||| ||||| |   |  ||     ||   
Sbjct  5965  GTACTTGATTGTTCGTGTAAAAAATGTTACACTAATAATATGTGCTAGTATCAATTAACC  
6024 
 
Query  6153  -----TTTAATTAAC-ATAAATATCTTTTAATTAATTATGATAATTTCATCTTTAAAAAA  
6206 
                  ||||| ||   | ||  || |  ||||| ||||| | |  |||||  | |||  | 
Sbjct  6025  TCGTTTTTAAATAGTTAGAAGAATTTGCTAATTTATTATTAAATATTCAT--TAAAAGTA  
6082 
 
Query  6207  T---ACTGA--AATTCTATTTATAAATTCAGATAAAAATAATATAGATTAAACACATATT  
6261 
             |   || |   | ||  ||||||   |||| ||   | ||| |||    |||||   ||  
353 
 
Sbjct  6083  TTGTACCGGCCACTTTAATTTATT--TTCAAATGCCATTAAAATA----AAACA---ATG  
6133 
 
Query  6262  ATTTATTAGAGACAATCTTATTTGAAGCACATTCGATTTTTATAGGTGAAAAAATTTTGA  
6321 
             | ||| | ||   ||| ||| || ||| | || | ||||          ||||||||  | 
Sbjct  6134  AGTTAAT-GA---AATATTAATT-AAGAA-ATGC-ATTT----------AAAAATTT--A  
6174 
 
Query  6322  TACTCATTCTCATGACTAAATTCAAAATTATTAATTAA-GTTGAAATAATTCTACACTAA  
6380 
             |  | ||  | | ||      ||    ||||||||||| |||    |  |||  ||| |  
Sbjct  6175  T--TAATATTAAGGA------TC----TTATTAATTAATGTT----TTTTTCCCCACAAG  
6218 
 
Query  6381  TTAATCCATATAATAA-GA-GGTACAAGAAGACTATAGGTAGGAGGACCTTGAAGAGGAG  
6438 
             |   | |   ||||   || ||||||  | |||  ||  |   |  || || || || |  
Sbjct  6219  TC--TGCGGGTAATCCTGAAGGTACACTAGGACGCTAAATGTCACCAC-TTCAAAAGAAC  
6275 
 
Query  6439  ATAGAGGAACACTTTGTGTGTAACTTCTTAATCAGGTCAACTAAACACCAATGCAACCTA  
6498 
             ||  |  || |  |||        |||   |||| || |   ||| || |||      || 
Sbjct  6276  ATTCA--AATA--TTGA-------TTC---ATCATGT-AGTGAAAAACTAATCTCTTTTA  
6320 
 
Query  6499  CTC----TGTCATGTCTCTGATGTTTTCCTTTTGTATGCAAATAACACTCAAGTTTGATG  
6554 
             |||    |  | ||| || ||||||   | ||  | |   | || ||       |||||  
Sbjct  6321  CTCAACCTAACCTGTATC-GATGTTAATCATTGCTCTT--AGTA-CA-------TTGAT-  
6368 
 
Query  6555  TATAGAGTCGATCAGATGGACCAATGACAAATTTAAAGCATGGAAATTTTTATCCATTTT  
6614 
             |||| |    ||   |  ||  || || ||| ||   |  | |||||  ||  | | | | 
Sbjct  6369  TATAAAAAAAATACTA--GA--AA-GATAAAGTTTTTGT-TAGAAATCATTTGCGAGTAT  
6422 
 
Query  6615  TTTTATCAACAAAATAAATTAATCTAAGGATA--TCTCTATGTATCA----GTGCA--TG  
6666 
              |||          |||| ||||  ||| |||  | | |||| || |    ||  |  || 
Sbjct  6423  ATTT----------TAAAATAATTGAAGAATACATTTTTATGCATTATATAGTTAAAGTG  
6472 
 
Query  6667  TTTGAATTAAAATTTGTAAAAAA----TATCTTTAGGTCTTATTTCTTTATAACAGAGTT  
6722 
             |||   ||    ||| |  |       ||| || |   ||  ||||||| || || |    
Sbjct  6473  TTTTTTTTTTCCTTTTTTCACTTCCTCTATTTTAACCACTATTTTCTTTCTA-CACA---  
6528 
 
Query  6723  TTGAGACAATTTTAAAAACAACCAAGTGCATGTTTGTTTTATTGTTATAGACGAACTTT-  
6781 
                   |||    ||||| | |||    ||| ||| ||||||  || || || || |||  
Sbjct  6529  ------CAA----AAAAAAATCCAT---CATTTTTCTTTTATCCTTTTA-ACAAATTTTG  
6574 
 
354 
 
Query  6782  ---TAGGACA--AAACGAGATTTACAAAA-ACATTCAGAATCCTGCTTTGCAAAATTGAG  
6835 
                | |||||  |||| | |   |||||| | ||     ||  | |||  | ||  |||  
Sbjct  6575  GTTTTGGACAGTAAAC-ACAC--ACAAAATATAT-----ATTTTTCTT--CTAATATGAT  
6624 
 
Query  6836  TTAGTG-ATTGTGGAT--CATTTAAATTTATCAT------AAAATGTAACAAACATCCAA  
6886 
             ||  |  ||| | |||  || |  |  |||| ||      | ||||||| ||| ||     
Sbjct  6625  TTGTTTTATTTTTGATGCCAAT--ATGTTATGATTGTTTGATAATGTAAAAAATATT---  
6679 
 
Query  6887  AGA-TACTCCAATTACTAAAGAAC-ACCGATGGGAAGTTGAGTTTTATAAAAACCAATCC  
6944 
             ||| || |  |||   ||  | || | | ||   ||  | | ||||| || |   ||    
Sbjct  6680  AGACTAAT--AATGCGTA--GTACTAGCAATT--AACCTCATTTTTAAAATAGTTAA---  
6730 
 
Query  6945  AAGAGGATCGATCATCCA------------CAAAAAAGACAGGGTGAGACCAACACAAAG  
6992 
             ||||   | | |||| ||            ||  ||| | |  ||     | ||   ||  
Sbjct  6731  AAGAACTT-GCTCATTCATTATTAATTTTTCATTAAAAATATTGTACCGGCCACTTTAAT  
6789 
 
Query  6993  --ATTT---AATGCGGTTGCAACACGCCGAGTCGTGC--GACGATTCGGTAA-AAATAAA  
7044 
               ||||   |||||  ||  || |   | |   ||    ||| |||   ||| ||||  | 
Sbjct  6790  TTATTTTCAAATGCTATTAAAATAAAGCAATGAGTTAATGAC-ATTAATTAAGAAATGCA  
6848 
 
Query  7045  ATAAAAATATCTTCTCAATAATTGTGATTATGCTGTACCAATATTTTTG--------GTC  
7096 
              | ||||| |  | | |||| |   |||  || |  |  ||| |||||         ||| 
Sbjct  6849  TTTAAAATTT--TATTAATATTAAGGATCTTGTTA-ATTAATGTTTTTCCCCCACAAGTC  
6905 
 
Query  7097  GGTTCAT-CAAAT---TAATCTCCATGACTGGGGACCAGAGCTTGATTATTTA--TGTAT  
7150 
                || | ||||    |||| | ||| |  ||  || | |  |      ||||  || || 
Sbjct  6906  TTCTCTTTCAAAGGCCTAATGTACATTA--GGACACTAAATGTCACCCCTTTAAATGAAT  
6963 
 
Query  7151  GCTGGT---TTGTTTCCT---TTATT-------TGATCACATGCACAT---TCA--CTTT  
7192 
               |      ||| ||| |   ||| |       | ||| | | ||| |   |||  |  | 
Sbjct  6964  ATTCAAACATTGATTCATCACTTAGTGAAAAATTAATCTCTTCCACTTGACTCAACCGGT  
7023 
 
Query  7193  GCTTGTGTTTTCT-TTCATTTTCAAAAAATG--TACAAGTAAATCACCGACACACGCA--  
7247 
             |||  ||||  |  ||  | ||  || | ||  || ||  |||| |   | | |   |   
Sbjct  7024  GCTGATGTTAACCATTGCTCTT--AATATTGGTTATAAA-AAATAATAAAAAGATAAAGT  
7080 
 
Query  7248  TATTCATAG----CGCTGGAGGAGGAGGGTTTTGCTTCACTGATATTTTCATTTGGCAAT  
7303 
             | ||  |||    |  | ||| || |   ||     | | |||      |||||    || 
355 
 
Sbjct  7081  TTTTGTTAGAAATCATTTGAG-AGTATATTTCAAAATAATTGAAGAACACATTTTT--AT  
7137 
 
Query  7304  CCACAACGTAGTTAATAGTTAATAGGTCATACACCAATGAAAATAGCAA-ATCAGAAGCA  
7362 
              ||  |  |||||||  |||  |   || |   |   |  |  |  |   ||  ||| || 
Sbjct  7138  GCATTATATAGTTAAAGGTTTTTTT-TCCT---CTTTTTCACCTTCCTTTATTTGAACCA  
7193 
 
Query  7363  ACTATGATGACCCCATCTCCCTTGTAGTAGTACTCATCAAAATTTTGGGACTTGACTTCT  
7422 
              ||||  |    ||| | | |    |  |   | || ||   ||||    | |  ||| | 
Sbjct  7194  -CTATTTTCTTTCCA-CACACACAAAAAAAATCCCACCAT--TTTTCTTTCATCCCTTTT  
7249 
 
Query  7423  GCAGTCATATTTCACTCATCAAAATATATT-TTTGTA--TTTTAAGTGATTAGTGATTTG  
7479 
               | ||||||||  || || |||  | ||| ||| ||  | | || |  ||    |||   
Sbjct  7250  AAACTCATATTTTCCTAATTAAATCAAATTATTTCTAAATCTCAATTACTTTAAAATTAT  
7309 
 
Query  7480  TTTGAAAAGGTATTTTTCAATAGTAAA-ATTATAAAATATATATTAATTGATTTTTT---  
7535 
             | | | |||  |     |  || |||| | |  | | |  || | |||  ||| |||    
Sbjct  7310  TATAAGAAGCCAAC---CCCTACTAAAGAGTGAAGAGTGCATTTGAATCCATTGTTTAAG  
7366 
 
Query  7536  -------TTGTT-TGAAACAATTCATTACTGTGGACGAAATAAG---AAAATAAAGTTAA  
7584 
                    | ||| |  |||  ||| |    ||| ||  |    |   | | | |  | || 
Sbjct  7367  TAGCTCATGGTTCTCCAACGCTTCCTCCTCGTG-ACCTACCCTGCCCAGAGTCACATAAA  
7425 
 
Query  7585  CCAATATATA-AATTCAACCATT-TCTAATT---ATAAG-----ATTCCAAAATT-----  
7629 
             ||      |  || ||  | |   ||| ||    ||  |     |   ||  |||      
Sbjct  7426  CCCTGCCCTCCAACTCGCCAAGCGTCTCATCGCCATGGGCGCGCACGTCACCATTCTCCT  
7485 
 
Query  7630  -AATTTGTGTGATAAAAA----ATAACCATAAAA------ATAGTTTTCATCACTTCAAT  
7678 
              | | |    | | |       ||  |||  |||      ||      | || | |   | 
Sbjct  7486  CACTCTCCACGTTTACCGCCGCATCTCCAACAAACCCACCATCCCCGGCCTCTCCTTCCT  
7545 
 
Query  7679  AAATTTCTCCAACT--TACTTTTTT---TTCGAAACAACTTTTATCGTAGGGG---GAAA  
7730 
                 |||||| ||   |||         |||||  |  | |  |    |  |    | |  
Sbjct  7546  CCCCTTCTCCGACGGCTACGACGCCGGCTTCGACGC--CCTCCACGCCACCGACTCGGAC  
7603 
 
Query  7731  ATAGTTTTATACAAATTTGTATGACTTTATTATTAAAGTAATTGATAATTTTACTGGAAT  
7790 
              |  || | ||| |    ||   |  | |  |  |  | |  |   | ||   ||  ||| 
Sbjct  7604  TTCTTTCTCTACGA----GTCCCAACTCA--AACACCGCACCTCCGACTTACTCTCCAAT  
7657 
 
356 
 
Query  7791  AAGATA-TATTAA-----AACTA-------CTTTTTACTAACATATTCAAATACAAAA-C  
7836 
                ||  | |  |     | | |       | ||| |||  | |  ||   ||||    | 
Sbjct  7658  CTCATCCTCTCCAGCGCCAGCGAGGGCCGCCCTTTCACTTGCCTGCTC---TACACCCTC  
7714 
 
Query  7837  CTATTTATATAG-TAATTGACTAATTGTT--AAACCTATATTTTGACCGGGTTGTTTACG  
7893 
             ||  ||   | | |   ||||     |    ||  |||  |    || | |||| |   | 
Sbjct  7715  CTCCTTCCCTGGGTTGCTGACGTGGCGCGCCAATTCTACCTCCCCACGGCGTTGCTCTGG  
7774 
 
Query  7894  AATAAAAAATGACATTTTTTTT-ACAGTATTAGTTATTATATTAAAGGATATCAAAATGA  
7952 
             | |  ||   | ||   ||||  | | | ||  | | |   || | || ||     ||   
Sbjct  7775  A-TCGAACCCGCCACGGTTTTGGATATTCTTTATCACTTCTTTCACGGCTACGCCGATTT  
7833 
 
Query  7953  AAAAAATTAAGAAAATAAAATGAA---TGTAAAATAGAGGAAAGAGAAATG----TTAGG  
8005 
              |  ||  | ||||  |||  |||   |||      | |||  |     |     || |  
Sbjct  7834  CATCAACGACGAAACCAAAGAGAACATTGTGCTTCCG-GGATTGTCGTTTTCGCTTTCGC  
7892 
 
Query  8006  AAT---ATATTTTATTTTTTTATATTGATAATTCATAAAAATTAAACTTAATTTTTATTT  
8062 
              |    |  ||   |  |||| | ||| |      |  |||   |   |   |||| ||| 
Sbjct  7893  CACGCGACGTTCCGTCGTTTT-TGTTGCTG-----TGGAAACCGAGTGTG--TTTTCTTT  
7944 
 
Query  8063  TACTTATGTTACTTAATTATGCGTCATTTTATTTTACCCATCATTCAACATATAAACATA  
8122 
             ||||     | |         |||| ||| |   |   ||  ||| ||||  |  || || 
Sbjct  7945  TACTC----TCC---------CGTCGTTTGAGAAT---CAG-ATTAAACAACTTGACCTA  
7987 
 
Query  8123  GCATAATTATCTAAATTT--TAGCAAATATTTTTCT--CTATCTAATAAACAT--TTTAT  
8176 
             | | |   | | ||   |  | |  || |  |||    || |  || ||  |   || |  
Sbjct  7988  GAA-ACCAACCCAACGGTGCTTGTGAACACCTTTGAAGCTTTGGAAGAAGAAGCGTTGAG  
8046 
 
Query  8177  AAC-ATAGATTTGATACCTACATGTTGA--AT---GCTATGTAATTTTTTATTTTTTATG  
8230 
               | || |||  |||  | ||||| |    ||   ||  | | |||  || |   || |  
Sbjct  8047  GGCCATTGATAAGAT--CAACATGATCCCCATCGGGCCGT-TGATTCCTTCTGCGTTCT-  
8102 
 
Query  8231  TTAACTTGATTAAC---ATTGATTCTATCCTTT-------AAATATTTATAATGTCAAAT  
8280 
             |  ||  || | ||   | |||| || || |||       | || |||  | | |||||| 
Sbjct  8103  TGGACGGGAATGACCCAACTGATACT-TCGTTTGGTGGGGACATTTTTCAAGTCTCAAAT  
8161 
 
Query  8281  AAAAACATTGAA-GATTGGAATATAAATA------TTTTGTGTTTTACAAT--ATTTAG-  
8330 
              |  || ||||| |  | || |  ||  |      ||  ||| |||||  |  |||| |  
357 
 
Sbjct  8162  GATTACGTTGAATGGCTTGACTCAAAGGAAGAGGATTCGGTGGTTTACGTTTCATTTGGT  
8221 
 
Query  8331  AGAAACTTGGTTGATATC--ACAAAAAATTGTAAGACAAAATTAATGTCAAGTGAGTT--  
8386 
             ||  |||| |  | | ||  | | | || || | ||   ||||     || ||| |||   
Sbjct  8222  AGCTACTTTGA-GCTTTCTAAGAGACAAATGGAGGA---AATTG----CACGTGGGTTAT  
8273 
 
Query  8387  TAGAATACTAAATGAAAATTTTAA-----CATAAAAAAAAAA--AATCAATGGAATGGAA  
8439 
             |||| |  |  | |   |||||       | | | | ||||   ||| |||||||   || 
Sbjct  8274  TAGATTG-TGGACGTCCATTTTTGTGGGTCGTTAGAGAAAAGGTAATTAATGGAAAAAAA  
8332 
 
Query  8440  CCCATCCAGCGCA--ACTAGCTGAGTCACATACAGTGCCAAA----AGACATGGGTACTA  
8493 
                    || | |  |  ||||  ||    | ||| |   ||    |||  ||||      
Sbjct  8333  GA-----AGAGGAGGAGGAGCTTTGTTGTTT-CAGAGAGGAATTGGAGAAGTGGGGGA--  
8384 
 
Query  8494  CAAATGCTCACTTTAGTGG-CTA---TGGAACAACCATCAGCATTCAGCTCT---TCCTT  
8546 
              | ||  | || |  |||  ||    ||||    |  || ||||||  || |   |  || 
Sbjct  8385  -AGATAGTGACATG-GTGTTCTCAGGTGGAGGTTCTTTC-GCATTCTTCTGTGGGTTGTT  
8441 
 
Query  8547  TTT-------CTGTCGTAGG----CCAAGAGACAAAGT-TTGTCACAGGTTTACAAATTG  
8594 
             |||       |||| |  ||    | |  |   ||||  ||||  | ||  | | ||| | 
Sbjct  8442  TTTTAACACACTGTGGGTGGAATTCGACCATGGAAAGCCTTGTTTCTGGGGTTCCAATGG  
8501 
 
Query  8595  ATT-GTGGCCACAATCACACGGTAAACATTAG-AATG-GAAG---AAAAAAAATCTGTCT  
8648 
                 ||  || || |   || |   | || |  |||| ||||   | | || || |||   
Sbjct  8502  TGGCGTTTCCTCAGTGG-ACTGATCAGATGACCAATGCGAAGCTCATAGAAGATGTGTGG  
8560 
 
Query  8649  ATGATCGATGTC---GTGAA-CTTCACCC--ACTCCA----------TCAATGAA--GAA  
8690 
             | ||| |  ||    ||| | | ||||    || | |          | || |||  ||| 
Sbjct  8561  AAGATAGGGGTGAGAGTGGATCATCACGTGAACGCAAATGGGATAGTTGAAGGAAAGGAA  
8620 
 
Query  8691  TTT-----AT-TTTAAATACAGTTA-------------CACACCAACTTAATA-AGACTT  
8730 
              ||     || |||  ||   || |             || | ||| | |||  |||    
Sbjct  8621  ATTGAGGCATGTTTGGATGTGGTGATGGGGAGTGGTGACAGAGCAAGTGAATTTAGAAAG  
8680 
 
Query  8731  TTTGCACA-AAATTACCTGATTGGGAGGAATATGAATTGTCTTATAAATCACGTA----T  
8785 
               |||  | ||||     | || ||     || | ||   ||   |||  | ||     | 
Sbjct  8681  AATGCTAAGAAATGGAAGGTTTTGGC----TAGGGATG--CTGCGAAAGAAGGTGGCTCT  
8734 
 
358 
 
Query  8786  TCACA--AGTTCTACTTTTACAAAACTCTTTACATGTATTTTCCAAAAAAAGAAAAATCT  
8843 
             ||| |  ||    | | | |    | | | |  ||| || ||  | |||||   |    | 
Sbjct  8735  TCAGAGAAG----AATCTGAGGGCATT-TGTGGATG-ATGTTAGACAAAAATTTATGCAT  
8788 
 
Query  8844  TTACATGT------ATGTTAA-------CCTACCTAACAAATCTCTAATTAACCTATAAA  
8890 
               ||||||      || ||||       | |  ||||| |  ||   | ||| || |||  
Sbjct  8789  ACACATGTGGGTGAATATTAATTAAGTTCGTCTCTAACTAG-CTAGTAGTAAGCTGTAAT  
8847 
 
Query  8891  TTTTT--TAAATGCTTTTTAAGAAAA-CTTTATAGGCAGATAGAAGAT-TG------TTG  
8940 
              | ||  |  |||||| | | | |   ||| | |    || ||| ||  ||      ||  
Sbjct  8848  GTGTTATTGTATGCTTATGATGCATGGCTTCAAACATTGAAAGATGAACTGAAAAAATTA  
8907 
 
Query  8941  AGAGTTTTTTAAATGCTTATCAACAATCTCCGATAGTCCCTTAGCTTTACCAAGTACATG  
9000 
             |||  || | |     |||  || ||| | ||| | |    || ||| |  ||  ||||| 
Sbjct  8908  AGAAATTATAAGTCAGTTAATAAAAATGTGCGAAAATGGAATATCTTCAATAATAACATG  
8967 
 
Query  9001  AAAATCTTAC-ATATAATGCTTTTACTTTACCAACTATTAACTTGAGCAC-CGAAAT--C  
9056 
                 | || | | | ||||  ||    ||  ||  |  ||  | | | |  | | ||  | 
Sbjct  8968  TGCGTGTTGCTAAAAAATGAGTTG---TTGTCACGT--TAGATGGTGGATGCCATATAAC  
9022 
 
Query  9057  TTTACCCGTATGCT---CATTTGATGCATATTAAAATGTACAAAATTTTATAGAGGCCTG  
9113 
             | | ||  |||| |   || ||  | ||    ||||  || | | ||| ||| ||   |  
Sbjct  9023  TGT-CCAATATGTTGCCCAATTCGT-CAGG--AAAAGATAAATATTTTGATAAAGA--TT  
9076 
 
Query  9114  ATCAATACCATC--GAATGAAAC---CTTAATGACATGCTACTTGTTAGCGATGTCAATA  
9168 
             || | |||  |   |  | | ||   |||  |  | |  || ||||     || | || | 
Sbjct  9077  ATTATTACATTGTTGCTTTATACTCCCTTCCTTTCTTTTTATTTGT-----ATTTTAAAA  
9131 
 
Query  9169  AAGGCT-TAC-----TCAAGGATTAT--TCCACAGGCCTAAATCAT----AGACAATT--  
9214 
             ||   | ||      ||||| | |||  ||       ||  ||| |    ||| ||||   
Sbjct  9132  AAATTTATATAAAAATCAAGAAATATAATCATTTTTTCTTGATCCTCAAAAGATAATTAA  
9191 
 
Query  9215  TTACTTAATTGT--ATTT-ATTCAATT--AGTCCTTAGATGTCAAAGA-ATATA--TTAG  
9266 
             |||   ||||    |||| | ||| ||  | | ||    | || |  | || ||  |||  
Sbjct  9192  TTATGAAATTTCTCATTTTACTCATTTTCATTTCTACACTTTCCATCACATGTAAATTAA  
9251 
 
Query  9267  ATGATAGTTTTAGTGGCATGATAGAGAATGAAACCCACATCTATAAAAAAAAG--AAGAC  
9324 
             || | | ||   |||  ||| || || ||| |    |||     |||||| ||  ||  | 
359 
 
Sbjct  9252  ATAAAAATTAG-GTGAAATG-TA-AGCATGTATTTGACA-----AAAAAATAGTTAATGC  
9303 
 
Query  9325  AAAAGTTAGTTTTAGATCTTTAATCACTTGTGTGAATTCATATTAGTTTTACGTGTATTC  
9384 
              |   || | |  | | ||  ||  | || | | ||   | |  ||||  ||   ||    
Sbjct  9304  CA---TTTGATAAATAACTAAAAATATTTTTTTAAA---AAA--AGTTCCACAATTAAAA  
9355 
 
Query  9385  --GAAGTGAAAATATTC-ATCTGTATG-AGACCATAAAC-ATTCTTATGAGAGACTTGTT  
9439 
               |||| ||||| | |  || | |||  ||    ||| | ||| || |    |  || |  
Sbjct  9356  AGGAAG-GAAAAGAGTATATTTTTATATAGTATTTAATCTATTTTTTTTTCGG--TT-TC  
9411 
 
Query  9440  TGAAGTATAATTTTTCATAGTACAGTAAA----GCTGATTGTTGTTTTTT----------  
9485 
             |||| | |  || ||| ||| |  |  ||    | |||    | |||| |           
Sbjct  9412  TGAATTTTTCTTCTTCTTAGAAATGGGAACTTAGATGAAACATATTTTGTAAAAAGAAAT  
9471 
 
Query  9486  CTCGTACGC-AAAATTTA-TATTCAGGACAATGTTTAAGAGTGAAAACATAATAAAATTA  
9543 
             ||| ||    ||||  || || | |    ||| ||||| |   |||| || ||||  | | 
Sbjct  9472  CTCTTAATTGAAAACCTACTAATTACCTTAAT-TTTAATAACAAAAA-ATGATAATTTAA  
9529 
 
Query  9544  ACCTCACAAAA---AGTAAGTATATATATATAT-ATATATATATATATAT-----ATATA  
9594 
             | |  | ||||   ||||| | | | || | || || |   | | | | |     || || 
Sbjct  9530  AAC--AAAAAATCGAGTAATTTTTTTTAAAAATGATTTTCTTTTCTCTCTTCCCCATTTA  
9587 
 
Query  9595  TAAA-TCTCAATCAATTAA--AATAATAATAAGGACA-AATAAATAGA--TTCTCACAAA  
9648 
             |    || |  || ||| |  |||  |  | | || | || ||| | |  || ||| | | 
Sbjct  9588  TCTCCTCGCTCTCTATTGAGTAATCTTTTTTAAGATACAAGAAACAAAAGTTGTCAAACA  
9647 
 
Query  9649  ATATA-ATTTATTATTAAATTAATTTTTAACATTATAACTTAACGATAAAATATTTT-TT  
9706 
             || || |||| || || ||  || | ||| | | || |  |||  | ||  || ||  || 
Sbjct  9648  ATTTATATTTCTTGTTTAAAAAAATCTTAGCTTGATGAACTAAATACAACTTAATTCATT  
9707 
 
Query  9707  TTATATT------TTTTTATGAACTAATT--TAACAACTCATCACATCTTGCAAAACAAA  
9758 
             ||||| |      |||  || ||  ||||  ||| || |  | |    ||   | |||   
Sbjct  9708  TTATAATCGTAGATTTGCATTAA--AATTACTAA-AATTATTTAAGAATT---ATACAGG  
9761 
 
Query  9759  ATGAATCATTTATCCTAATAATAATTTAATTTAGG---CGTTTATTTTATG-ATGATTTA  
9814 
               | || | ||    |  ||| ||   ||  || |   |  | |||| ||| |||| | | 
Sbjct  9762  TCGGATTAGTTGGAGTTTTAAAAACCAAAAATATGAACCAATCATTTGATGCATGACTCA  
9821 
 
360 
 
Query  9815  GCATCTTTTTGGGAGAAT---ACTAAAAAACAT--ATAAAAGAA--AAAGAAATATTCAG  
9867 
              ||     |||  |||     |  ||| || ||  ||| |  ||  || |||    ||   
Sbjct  9822  ACAG----TTGAAAGATGCGCAGGAAAGAAGATCGATATATCAATCAATGAA----TCCC  
9873 
 
Query  9868  GATGAAAAATGAAATGCGTGTGAAAATTGGAAGGAGGTAAGGCTGGGTCGACCCAGATCT  
9927 
              |     ||||   |    | | |||  | | |   || ||   | | || |  | |  | 
Sbjct  9874  TACCCTTAATGGCCTATTGGAGTAAAGCGTACGT--GTGAGTGCGCGGCGCCTAACAATT  
9931 
 
Query  9928  A-GTTG-AGCTCACCAACTCCCGCTCCC---ATTTCCT--TATTTATAGACAGAGTCTGA  
9980 
             | |||| ||||       |   | | |    || | |   | ||| | | ||  || |   
Sbjct  9932  ACGTTGGAGCT-------TTGTGGTACATATATGTACGAGTTTTTCTCG-CAT-GTTTTT  
9982 
 
Query  9981  TTGTTTCCTCACCACTCCCT  10000 
             || |||  ||  ||     | 
Sbjct  9983  TTTTTTTTTC--CAAGGAAT  10000 
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Query  10001  CCACTCTCTTTCTCTAGTCCTGTTATTTCTCAGCGCGT---AAAGCATGGCTTTGTTGGT  
10057 
               | | |   || | ||  ||| | |||  || ||   |   || ||| |||  | |  || 
Sbjct  10001  TCTCGCATGTTTTTTATGCCTATGATTGGTCCGCAATTTTTAAGGCAAGGCAATATATGT  
10060 
 
Query  10058  GGAGAAAACCACGAGTGGTCGCGAGTACAAGGTCAAGGACCTTTCCCAGGCCGACTTCGG  
10117 
363 
 
              |  |   || ||       |||  |||||   |||    |  ||   | |   | |     
Sbjct  10061  GTTGTTCAC-AC-------CGCCCGTACATTATCA----CAATT---ATGATCAAT----  
10101 
 
Query  10118  CCGCCTCGAGATCGAGCTGGCCGAGGTTGAGATGCCCGGCCTCATGGCCTGTCGGACCGA  
10177 
                  | | | |||       |  |  || | |         | |||  || | | ||  | 
Sbjct  10102  ----CACAA-ATCA------CAAA--TTCATAAA-------TTATGATCTAT-GAACATA  
10140 
 
Query  10178  GTTCGGCCCCTCCCAGCCCTTCAAGGGGGCCCGCATCACCGGCTCCCTCCACATGACCAT  
10237 
                |           |  | || |           || |   | |     ||| |||  || 
Sbjct  10141  TAT-----------AAACATTAATAA--------ATTAA--GTTTGAGACACGTGA--AT  
10177 
 
Query  10238  CCAGACCGCCGTTCTCATTGAGACCCTCACCGCCCTTGGCGCCG-AGGTCCGCTGGTGCT  
10296 
               || |     ||  || |  |||   | |      ||  ||    |  |  ||  || || 
Sbjct  10178  TCAAA-----GTATTCTTAAAGAT--TTA------TTTACGTAATAAATAAGCAAGTCCT  
10224 
 
Query  10297  CCTGCAACATCTTC-TCCACCCAGGACCACGCCGCCGCCGCTATTGCCCGCGACAGTGCC  
10355 
              |    |  || ||  |  |||||           ||      |||    | || | |    
Sbjct  10225  CAAT-AGTATATTAATAAACCCAT----------CCTAATAAATTTTTAGTGAGACTAAT  
10273 
 
Query  10356  GCCGT--CTT-CGCCTGGAAGGGTGAGACCCTCCAG-GAG--TACTGGTGGTGCACC---  
10406 
               | |   ||  | |   |||   |||||   ||  | |||  || |  |     |||    
Sbjct  10274  TCAGAAACTCACACAAAGAAAAATGAGAGGATCTGGAGAGATTAATATTTAAAAACCTTT  
10333 
 
Query  10407  -GA---GCGCGCCCTCGACTGGG-GCCCCGGTGGTGGACCCGACCTCATCGTCGACGACG  
10461 
               ||   |       |  | ||   | | |     | ||   ||| | |  ||  | ||   
Sbjct  10334  TGAAAAGTTATATTTATAATGAAAGTCAC-----TTGA---GAC-TAA--GTTAA-GAAT  
10381 
 
Query  10462  GTGGTGACGCTACCCTTCTCATCCACGAAGGCGTCAAGGCCGAGGAGCTCTATGAGAAGA  
10521 
                | |||  ||  || ||| |      ||| |  ||||    ||    |||| || ||   
Sbjct  10382  TAGATGAGACT--CCGTCTAA------AAGTCAACAAGATTAAG----TCTAAGATAATT  
10429 
 
Query  10522  CCGGCGAACTCCCCGACCCCAACTCCACCGACAACGCCGAGTTTC-AGATCGTGCTTACC  
10580 
                  |    |    |     || |      | ||     | |||| | ||  |  |||   
Sbjct  10430  ATTTCTTTTTATGAGCAATAAATTATTTTTAAAAAAT--ATTTTCTAAATTAT--TTA--  
10483 
 
Query  10581  ATCATCAGAGATGG-----GTTGAAGAC-CGATCCCACCAGGTACCGCAAGATG---AAG  
10631 
              |||| |||  ||       ||||||    | |||  |  |  |||  ||  |||   | | 
Sbjct  10484  ATCA-CAGGTATTAAACCTGTTGAAATGTCAATCAAAATA--TACAACAGTATGTGCATG  
10540 
364 
 
 
Query  10632  GAGCGTCTCGTTGGGGTTTCTGAGGAAACCACCACT--GGAGTTAAGAGGCTCTATCAGA  
10689 
              ||   ||| | ||    |  |    ||||||| | |  | | |||  |   ||| | | | 
Sbjct  10541  GAT--TCTTGATGACAATAATTCCAAAACCACAAATATGTATTTATAATCATCT-TAAAA  
10597 
 
Query  10690  TGCAGGCGAATGGGACTCTTCTCTTCCCTGCTATTAATGTCAATGACTCTGTCACCAAGA  
10749 
               ||   | | || ||| |||  |      | ||  ||| | |||   | | | |   |   
Sbjct  10598  -GCT--CTAGTGAGACACTTAGC------GGTACAAAT-TAAAT---TTTTTAA---ATC  
10641 
 
Query  10750  GCAAGGTAATGTCTCTTTTTCCCCCAGATCTAGTGTCTTTTTTGTGTTAA--AATGTAGG  
10807 
              |   || || |  || |    |  || || |||| | |||||| | || |  |||      
Sbjct  10642  GTTGGGCAAAGAATCAT----CAGCAAATGTAGTTTTTTTTTTTTTTTGAGAAATCACCC  
10697 
 
Query  10808  ATTGAGTTCGGATCTGTTGTTTTTGGATGGGTTTTGTGCCATTGGTGAAATGAGGTTTTG  
10867 
              | ||  |||  || ||  |     ||| |  | |  | ||| | ||  |||    ||||  
Sbjct  10698  AATGTATTCA-AT-TGCGGAAGCAGGA-GCTTGTCATTCCAGTAGTCCAAT----TTTTC  
10750 
 
Query  10868  AACCTGTCA-ACTGTTTGACTAATGTCCTCTAAGAAGTCTGGATCGGTATTGGGTGCTAT  
10926 
              |    || | ||| ||||| |  | |    |||| | |  | | |  ||   | |  | | 
Sbjct  10751  A----GTTATACT-TTTGATTTTTATAGGGTAAGTACTAAGTAACC-TA---GCTAGTTT  
10801 
 
Query  10927  TTTAGTGTGTTTGGATCTGTGTGTTGAAACGTCAGAACATTAGTAAGTTGCTTGCTAACG  
10986 
               ||| | |  |  ||||| |  | | |    |       ||  ||| |||  ||||   | 
Sbjct  10802  CTTAATCTCAT--GATCTCTTGGCTTATCTTTTTTTTTTTT--TAATTTG--TGCTTGAG  
10855 
 
Query  10987  TGACTTTAGGTAAATGGTCACATGTTT-TATTACACAAATAAGGAATTGATTCTGAGTGC  
11045 
              | ||| ||  ||  |    || || || |   ||| || |||  ||||  |||   ||   
Sbjct  10856  TCACTATACATATTT----ACTTGGTTGTCGAACAAAATTAA--AATTTCTTC---GT--  
10904 
 
Query  11046  ACATTTTGATTTGAAGCTACTTTTGGATAG-----GATAAAATAAATTATACTGAATTTT  
11100 
              || |    |    || |||  ||   | ||     ||  || | ||  ||| | || |   
Sbjct  10905  ACCTAAACAA---AACCTAACTT---AAAGTCCCAGACTAATTCAACAATAATCAACT--  
10956 
 
Query  11101  ACTACTGTTTTTGGTTTTAAAATAAAAAATGTTCAAACATAAATCATGTTGTTTCGAAAT  
11160 
               | | | |||||  ||||   ||   | || |||| |||| ||   |||||       |  
Sbjct  10957  -CAATTTTTTTT--TTTTTGCATGTTACAT-TTCATACATTAAC--TGTTG-------AG  
11003 
 
Query  11161  CTATTTTAACTCGAAATCGTTTTCATTCAAAATTGGTTTTGCAAACATTGATCCAAACCG  
11220 
365 
 
              ||| ||||        | | || | | |    | || ||||   | || |||   | |   
Sbjct  11004  CTACTTTA--------TGGGTTCCCTCCCGTGTAGGGTTTGTTTA-AT-GATATTAGCTT  
11053 
 
Query  11221  AGTCTTTTGTGACGGGTTGTTTATTGATTAGGGTATTGAAAGTAAGAAGTGGGTGATTGG  
11280 
                  ||||   ||   ||   | || |  | |  | | ||||   ||  ||  || | || 
Sbjct  11054  GAAGTTTTC--ACTCTTTTGATCTTCAAGAAG--AGTTAAAGGTGGACATGTCTG-TAGG  
11108 
 
Query  11281  ATTTTGAGGA--CATT----ATACTAGCTGGTC---ATGG--ATCTAGTTGATTATAATT  
11329 
              ||| | || |  | ||    | | || |   ||   |||   | | | ||  | | ||   
Sbjct  11109  ATTGTCAGCAATCTTTTCAAAAAGTATCCATTCTCTATGTCAAGCAATTTTTTCAGAA--  
11166 
 
Query  11330  GGATTTTGCTTTGTTGCTTGTGTTTTGTTTGTT--TAACCTTTTAA-TCTGTG-------  
11379 
                | ||| | |  ||| ||| |  | |||| ||  |||  |  ||  |  |||        
Sbjct  11167  --AGTTTCCCTACTTGATTGAGGGTAGTTTTTTCTTAA--TACTAGCTGAGTGAAAGAAG  
11222 
 
Query  11380  GTTTTTTA-ACAGTTTGACAACTTGTATGGGTGCCGTCACTCTCTCCCTGATGGTCTCA-  
11437 
              | | | || | | |    |  |   | ||||| | || |     ||  | ||  ||| |  
Sbjct  11223  GATATATATATAATCCACCGGCAGATTTGGGTTCTGTTAAGTGATCAGTTATT-TCTAAA  
11281 
 
Query  11438  TGAGGGCTACC-GATGTTATGATTGCTGGAAA-GGTGGCTGTTGTGGCTGGATATGGTGA  
11495 
              | |     ||| ||  ||  ||| |  ||| | ||  ||| | ||||    |   || || 
Sbjct  11282  TCAA----ACCAGAAATT--GATCGAAGGACATGGAAGCTTTAGTGGAAACAAGAGGAGA  
11335 
 
Query  11496  TGTTGGCAAGGGTTGTGCTGCTGCAATGAAGCAGGCTGGTGCTCGTGTCATCGTGA-CCG  
11554 
                 ||  | |  || ||||   || | |  | | |||     |||   |||  | | ||  
Sbjct  11336  AAATGAGA-GAATT-TGCTA--GCTAGGTGGAAAGCTCAACATCG---CAT--TAATCCT  
11386 
 
Query  11555  AG-ATTGATCCCATCTGTGCCCTTCAGGCTCTCATGGAAGGCCTTCAGGT-TCTGACCTT  
11612 
               | | |||    | |      ||    ||| |||| ||  ||     ||| ||  ||  | 
Sbjct  11387  TGTAATGAAGGAAGCACAAAACT----GCTTTCATTGA--GCT----GGTGTCAAAC--T  
11434 
 
Query  11613  GGAGGATGTTGTTTCTGAGGCTGATATCTTTGTCACCACCACCGGTAACAAGGACATCAT  
11672 
                |||    |     |||||||||  ||   |||        ||||  ||||  ||  |  
Sbjct  11435  AAAGGCAACT-----TGAGGCTGAACTCG--GTCGTG-----CGGT--CAAG--CAAGA-  
11477 
 
Query  11673  CATGGTTGACCACATGAGGAAAATGAAGAACAATGCCATTGTTTGCAACATTGGTCACTT  
11732 
              |||   ||   || | ||     || | || |||   ||        ||| ||   | || 
Sbjct  11478  CATTTCTGTGTACGT-AGC----TGTACAATAAT---AT--------ACAATG---AATT  
11518 
366 
 
 
Query  11733  TGACAATGAGATCGACATGCTTGGGC-TGGAGAACTACCCCGGCGTGAAGCGCATCACCA  
11791 
               ||  || | | | | ||  |  ||| |  |  | |||  | ||   || | |||  ||  
Sbjct  11519  AGA--ATAATAAC-AGATTATGTGGCATTAATTATTACAGCAGC---AA-CTCATT-CCT  
11570 
 
Query  11792  TCAAGCCCCAAACTGACAGATGGGTCTTCC--CTGAGACCAACACCGGTATCATTGTCTT  
11849 
              | |  |    || |  ||  |   ||||||  || | |   | ||| | |||    || | 
Sbjct  11571  TGATTCTGGGAATTAGCAATT---TCTTCCAGCTTATATATATACCAGCATCTCAATCCT  
11627 
 
Query  11850  GGCTGAGGGT-CGATTGATGAACTTGGGATGCGCCACTGGACACCCCAGTTTTGTGATGT  
11908 
                 |||  || ||||  || |  |||  ||       | ||    |||  ||| | |    
Sbjct  11628  ---TGATTGTACGAT--ATAATTTTGCAAT-------TTGAT---CCAAATTTATTA---  
11669 
 
Query  11909  CCTGCTCCTTCACCAACCAGGTCATTGCTCAGCTTG-AGTTGTGGAAGGAGAAGAGTACC  
11967 
               | |||  ||        |||  | | |||  |||  | || | ||     ||| ||    
Sbjct  11670  -CAGCTAGTT--------AGGATACTACTCGTCTTACAATTTTTGAC----AAG-GTTTT  
11715 
 
Query  11968  GGCAAGTACGAGAAGAAGGTTTACGTTTTGCCCAAGCACCTTGATGAGAAGGTGGCTGCA  
12027 
              | ||   | |   || | ||||| | |      || |||| |   ||||||     | |  
Sbjct  11716  GTCAGCAATGTTGAGGATGTTTAAGCTG-----AA-CACCGTCC-GAGAAGTAAAATACT  
11768 
 
Query  12028  CTTCACCTGGGCAAACTTGGAGCTAAGCTGACCCAGCTTAGCAAGTCCCAGGCTGATTAC  
12087 
               || |    ||| ||   |||  ||   ||     | |||| |  |   | | | |||   
Sbjct  11769  ATTAAAGGAGGCTAAA--GGAA-TATATTG-----GATTAGAATTTTAAAAGATTATT--  
11818 
 
Query  12088  ATCAGTGTGCCTGTTGAGGGTCCATACAAGCCTGCTCACTAC-AGGTACTAAGTGATTGA  
12146 
               | | | |        | |||   || | |  |  | |  |  | |||  |||| |||   
Sbjct  11819  -TTAATATAA------AAGGT---TATATGAATTTTAAAAATTATGTAG-AAGT-ATT--  
11864 
 
Query  12147  GATGATCAACTGAAAAGTGAGTGAGGGAAAGACAAAAATCGGTTTTATCAATCGGATTTG  
12206 
               ||||   | |  | | |   | |        ||||| |    ||||| ||| |  |||  
Sbjct  11865  -ATGACTTATT--ATATTTTTTTA--------CAAAATT----TTTAT-AATAGT-TTTA  
11907 
 
Query  12207  ATTGTT-TAATTTTCCTTTTTTTGATTTTTGGTG--TTAGACTTTTC-----AGATTTGT  
12258 
              ||| |  ||| |||   |  |  || |||    |  ||| | ||||      | |||| | 
Sbjct  11908  ATTTTAATAAATTTATATGATAAGAATTTAAAAGACTTAAATTTTTTTAAAAAAATTTAT  
11967 
 
Query  12259  GG----TAGAAGAATTGTAGCCATTTTTA---TTTCTGTAGAACTT----TTGTTCGAGT  
12307 
367 
 
                    || ||||||| ||   |||||||   |  |  |  || ||    |  ||  | | 
Sbjct  11968  AAAATTTAAAAGAATTATATGAATTTTTAAAATCACATTCAAAATTACAATAATT--AAT  
12025 
 
Query  12308  GGGTGGGACCAGTAAGGAGGAAGGCGGCATCCTGTTGGTTTCT----GTGATATGAAACC  
12363 
              |   |  |  |  ||  |  || | |  ||    |||| |       || | || ||| | 
Sbjct  12026  GAA-GAAAATAACAAAAAATAATGAG--AT----TTGGATAAAAAAAGTAAAATCAAAAC  
12078 
 
Query  12364  AATTTGGGT------TGAATAAGGCTTGTTTTGTTTGGGGGATGTGTGCATTTTGCTTTA  
12417 
              |||||   |      | |||||  | | ||   | |     |  | |  ||| | || || 
Sbjct  12079  AATTTTTTTAATCTTTCAATAA--CATATTGATTCT-----AACTTTATATTCTCCTATA  
12131 
 
Query  12418  TTAA------ATACTAAAATTTGTGTTTCTTTCTGCCTTTTCAATAT-ATCAAAGAAAAT  
12470 
              ||||      || | | ||| | | | || ||||  ||||| ||| | | |||  ||  | 
Sbjct  12132  TTAACCTTTCATGCAATAATATCT-TCTCATTCTTACTTTTGAATTTGAACAATAAATTT  
12190 
 
Query  12471  AAAA----AAATTCCTACCC--ATCTATC-ATCTAGTTTCGGAAACACATCG-ACACATT  
12522 
              ||||    | |||  |   |  || | |  |  |||| |    |   |||   | | ||  
Sbjct  12191  AAAATTATACATTGATTTTCTGATTTTTTTAATTAGTCTAATTATTTCATAATAAATATA  
12250 
 
Query  12523  GTGGTATTATTTGG--TGCT-TCTGCAATATTTT-TAAGAAAGGGCAATCAGGGT---AA  
12575 
               ||  ||  | |||  |||  |    ||||| |  ||| |||| | ||| || ||   || 
Sbjct  12251  ATGACATGTTATGGAATGCAATAATAAATATATACTAAAAAAGAGTAATAAGAGTGTGAA  
12310 
 
Query  12576  TTAAGTTCTCCAACTAATCCGATTTGAGCTATATGGTGAATTAACTTAAGGGGTGAAGCT  
12635 
               |  || |  ||  ||       || ||  || |||  ||| || ||||| |    |  | 
Sbjct  12311  ATTGGTACGACAGTTA-------TTAAGTCATGTGGATAATGAAATTAAGAGTAACATTT  
12363 
 
Query  12636  CTCACAAGTTGAATCAAATTCTTCACGTTA-AACTATATTTACTGGAGTGTGGCTAGGAG  
12694 
               | | ||     || | |||   || |||| ||  ||| | |||  |           |  
Sbjct  12364  ATGAAAAT----ATTATATTGAGCAAGTTATAAACATAATCACTAAA-----------AC  
12408 
 
Query  12695  TGATGTTTTTGGCCTTGGTTAAACTATAT--TTACTCTCCTTTGTTAATATGGTGTAACC  
12752 
              | ||        | |  |  |||  | ||  ||| |||               ||  ||  
Sbjct  12409  TCAT--------CATAAGAAAAAAAACATGATTAGTCT---------------TGACACA  
12445 
 
Query  12753  GAGGTATACTATCTTTGTTGGACTTTTATCCACTTTGTAAT---TGATTGGGGGCACCCA  
12809 
               | | |||  | | ||  |  | ||| |   ||   | ||    || | | ||| |  || 
Sbjct  12446  TAAG-ATA--AACATTAATTTAATTTAAAAAACAAAGAAAAAAGTG-TAGAGGGGAGACA  
12501 
368 
 
 
Query  12810  TTTGTGCCTTTTATATATATACCCTATATTTTCGCTGTTTTAATAAAAAAATAAAAATTC  
12869 
              |           |||| |  ||   || ||||     ||| || | || || | ||||   
Sbjct  12502  T-----------ATATTTG-AC---ATTTTTTA----TTTCAAAAGAATAAGAGAAATA-  
12541 
 
Query  12870  TTTACGTTAATCTTCTCCCATCTCGACAATCCTTGGA-AGAGAAATAAGAAA------AT  
12922 
              | || | |   |||    ||||| ||  | | ||  | ||| ||| |||| |      || 
Sbjct  12542  TATATGGTG--CTTG---CATCTTGATGAACATTAAATAGATAAA-AAGATATGTGTGAT  
12595 
 
Query  12923  AAGAGAATATATTTATCTTTTTAATTCATAGTATTTATCGTAAAGTAAAAGTATTTTAAT  
12982 
              || |||| | |   |   |  ||||  |||| |        |||  || || |   | || 
Sbjct  12596  AAAAGAAAAAAAAAAGTGTGGTAATCAATAGAAA-------AAAAAAAGAGAAAAATCAT  
12648 
 
Query  12983  AAAGAAATTATTTTAAAAAAAATTATTTGATTTTTTAAA--AAG----AAATTAAGAAAA  
13036 
                |  ||| |||  | | |||| | |  | || |||||   | |    | ||||| |||  
Sbjct  12649  TCA--AATCATTCAATAGAAAAGTGTGGGGTTGTTTAATTGATGTTTTATATTAAAAAAT  
12706 
 
Query  13037  AAAAAGAAGATACA-CAAAATCATTTCCAATCATGAACAATGGAGAAGAATTTCCCAAAT  
13095 
               | | ||| || || | ||||||||   ||  |   | |||| |  | |||||    | | 
Sbjct  12707  TAGATGAA-ATTCATCCAAATCATTCTTAAAAA---ATAATGCATCAAAATTTGTATATT  
12762 
 
Query  13096  GAACCCACAGAATTTGTCAATTTCGTTCTTATTTCTTTCTGAACCAATCGAGTGAAATCT  
13155 
                        ||| | | ||   | || ||||   ||  | ||  | |  | |  |||   
Sbjct  12763  TTTA------AATAT-TAAAAGACTTTTTTATAAGTTA-TAAAAAATTATAATTGAATAC  
12814 
 
Query  13156  CTCCT--TTCTATTTCTCTCCTTAACACCCAATCC--AAT--TATAATG---TTC---AG  
13203 
              | ||   || ||||  | | ||||| |   ||||   |||  | ||||    | |   |  
Sbjct  12815  CACCAAATTTTATTATTTTTCTTAAAA---AATCTTAAATGTTTTAATTGAATACCATAA  
12871 
 
Query  13204  GACTCCTTTCATAGTGAAAAA------AAAAT-TGTTCAT-TCTTAAAATCAAGAGATTC  
13255 
              ||||  ||| ||| | ||||       ||||| | ||||  ||||||   ||| | || | 
Sbjct  12872  GACTTTTTT-ATA-TAAAAATTATTTTAAAATCTTTTCAAATCTTAATC-CAATATATCC  
12928 
 
Query  13256  CTATTTTGTTATTAACCTCATAAAACATAGCTCCCAAATAGCCTATGAAATCGTTTGCTT  
13315 
                | |  ||||||||   | ||  |   | |    || | | | |||| | |  |   |  
Sbjct  12929  --ACTAAGTTATTAAAGGC-TAGGAGGAAAC----AAGTGGACCATGAGA-CAATACATA  
12980 
 
Query  13316  TAATTTCTTTAGTTTTTGTTACAATGATAAAACGAATTTAGACCTCGCCCAAATTATAAA  
13375 
369 
 
              ||        | | | ||  | | ||| ||||  ||    ||  |     |||| ||||| 
Sbjct  12981  TATAGGGGGGAATATATGGAA-ATTGAAAAAAAAAA----GATGTGAA--AAATAATAAA  
13033 
 
Query  13376  AC--AATATGGTTTGTTGCTTAGAAAAAGGAAAGGAAAAAGACAAAAGCGACTAAGGGAT  
13433 
               |  ||||     ||  |     | ||| ||||   |||||  |||   |   | | ||| 
Sbjct  13034  TCTCAATAGAAAATGAAGGAAGCATAAATGAAAT--AAAAGTGAAATCAGGTGATGAGAT  
13091 
 
Query  13434  AAAAAC---TTCCCCATACTATTTTACTAGATATGGGTCTAAACTTTAGCATGCACATTG  
13490 
              |||||    ||  | | |  | || ||  |||| |  |||| | |  |  |   | | || 
Sbjct  13092  AAAAAACAATTGTCTAAAAAAATTGAC--GATAAG--TCTATAATAAATAA---AAAGTG  
13144 
 
Query  13491  ATCCAATTTAGGCTCAGAGCATTCTTG-TTTC---------ACATCAATTTTTGCAAGAC  
13540 
              |    || ||    || |   |||  | ||||         | || ||| |||| ||    
Sbjct  13145  AGGTCATATA----CATA---TTCCCGATTTCTATAAAAAAAAATGAATATTTGAAAA--  
13195 
 
Query  13541  TCTGTGCTGGATGATTCTCTGTTTTTGCGTGAAAAAATGAGTGCAAAAGTTCCTCAGTGA  
13600 
              ||  | |      ||| ||  | |||     ||||||| | |  |||||      | ||| 
Sbjct  13196  TCAATTC------ATTTTCAATCTTT-----AAAAAATAAATAAAAAAGA-----ATTGA  
13239 
 
Query  13601  CGCATTGGATTTGAAT--ATCCTAACGTACGTCTTGAA-TGCTGTTGGTAAAGAGTGGCA  
13657 
               |  ||| || | |||  ||    |  ||  ||   || || | ||    |||  | ||| 
Sbjct  13240  AG--TTGTATATCAATCTATGGAGAATTAATTCAAAAAATGAT-TTATAGAAGT-TAGCA  
13295 
 
Query  13658  ACAAGTAAAAGTCGTATT--CTTCACTAGAACATAGGTGCTCTTTTTGG---------GT  
13706 
              | | | ||||  |||| |  | | |  |||| | ||    | ||||  |         |  
Sbjct  13296  ATA-GAAAAATACGTACTAACATTATAAGAA-AGAGAAAATATTTTAAGAGATAAATAGC  
13353 
 
Query  13707  CAACTATT-TTTATTG---TG--TCACTCATCTT---CGATGTTT--AGTCTTGCATTGC  
13755 
               || || | ||||||    ||  | | | |||||   | || | |  |   || ||   | 
Sbjct  13354  AAAATAATATTTATTTAACTGAATGAGT-ATCTTAAACCATATATCAAAATTTACAACAC  
13412 
 
Query  13756  ATTGCCATTAA-----TTATAGCGGTGTTTGCTGAACGGATCCTTTATAGTGAATTTTAT  
13810 
              |||   || ||     ||| |  |  |   |   |||  | | ||| || ||||  |||| 
Sbjct  13413  ATTAAAATGAAAAATCTTAAAAAGAAG---GAACAACAAAACTTTT-TA-TGAAAATTAT  
13467 
 
Query  13811  GTATCTGTCAGAGTCAGATTCAATACAAGCCTTGCCTGAACTTCTC---AA-TACTGATC  
13866 
                       | | | | | | |||| ||  |||  |    ||| |    || |||| ||  
Sbjct  13468  AACCAAAAAAAAATAAAAATTAATATAAAGCTTAACATTTCTTTTGTTGAAGTACTAATA  
13527 
370 
 
 
Query  13867  TGGAAAAGG---ACAAGAG-GCCA--ATAA-CACAAT----TTGC----ATCTCGAATAC  
13911 
              |   ||||    ||| ||  || |  |||| ||| ||    | ||    ||    ||||  
Sbjct  13528  T---AAAGCTTAACATGATAGCTAGGATAAGCACTATCCTATGGCCACAATAAATAATA-  
13583 
 
Query  13912  GCCAATTGTATTTTTATACGCAGCCTCATTCATAGTCCATTAGTCAAAGTATGTGGTTTG  
13971 
                 |||| |||    ||| | |   | || |||| || || | |  | |  | |  | || 
Sbjct  13584  ---AATTATATCAAAATATG-ATAATTAT-CATATTCTATCAATGCATGATTCTCATCTG  
13638 
 
Query  13972  AAAACAGGAATAACGA--AAACCAAGTATGAGAGTGCCAGTAAAGATTGATTGAGTAACA  
14029 
                  ||    | || |  |||| || | | |||||           ||| |||| |  || 
Sbjct  13639  GTC-CATTTCTTACCACCAAACAAACTTTAAGAGTT----------TTGTTTGATTCGCA  
13687 
 
Query  14030  AGTCACTATTGAGATGTTTCCAAAAACGTCAACGACAAATAAACAATTTTGATAAAAGTT  
14089 
              |   |||||             || || |     ||| || |  |  | || ||||| || 
Sbjct  13688  AAAAACTAT-------------AATACATATGGAACATATTAGGA--TATGGTAAAATTT  
13732 
 
Query  14090  TCATGATATTTTCCCTAATATTTTATTAAGAA--TCTTGAATAAGCTAATGTTAGGTGTG  
14147 
              |  |  |||| | |  || ||   |   | ||  | |||  | |   ||| | |  | |  
Sbjct  13733  TTTTT-TATTATTCAAAAAATC--ACGGATAACTTTTTGTTTCA---AATATAAAATATT  
13786 
 
Query  14148  AAAATAAGCATGAA---CAACTTGGATATTAATAGACCAACAAAGTAAAAAGGTCCTATC  
14204 
              |||||| | ||  |   |||  | ||||||  |  |  ||| ||  |||       |||  
Sbjct  13787  AAAATA-GTATATATATCAATATTGATATTTCTTTAATAACCAA--AAA-------TAT-  
13835 
 
Query  14205  TTGCTTAGTCCCCAATCCTCAATAAATAATACAGTAGAAAGGATAAAACT---ACTGGAA  
14261 
              |  ||||     ||||  | | |   | | | ||  ||||  || ||| |   | |   | 
Sbjct  13836  TAACTTAA----CAATG-TAATTCTTTTAAAAAG--GAAAC-ATCAAATTTTTAATTCTA  
13887 
 
Query  14262  ATCCTTCTA-TATAATTATGAATTATCACATTCAATAA-ATCTAGATAACATTAAATGCA  
14319 
              ||   |||  | | ||| ||  | | || ||| |||   || || || | |||||   || 
Sbjct  13888  ATTTCTCTCGTTTTATTTTGG-TAAACAGATTTAATTTGATGTAAATCATATTAA---CA  
13943 
 
Query  14320  TGAAAAATAAAAGATAGAAATTTCAAGATTTTGGAATTTCATCTTTAACTCTGACTAGTA  
14379 
              | |  ||||  || ||    ||| || | |||    |||  | ||| | | ||  | ||  
Sbjct  13944  TAATTAATATTAGGTA----TTTTAATAATTT----TTTATTATTTTATT-TGTATTGT-  
13993 
 
Query  14380  TCAT-ATTCATTTTATAAAAATGAAGATAA----CATTTTAAAGGGTTCTTAAAATTATG  
14434 
371 
 
              |||| |||  ||  |||| |   |||||||    ||||||     ||  || |  ||    
Sbjct  13994  TCATTATTTGTTGAATAATATATAAGATAAAAAACATTTT-----GTCATTTATCTT---  
14045 
 
Query  14435  AAAAATAATTTATTTCTATTTATTACTCTCGTGTGAAATCATATCCCTCAATTATATAA-  
14493 
                   ||   ||| | ||||| ||| ||| || | | |||||||   | |   ||  ||  
Sbjct  14046  -----TATCCTATCT-TATTTTTTA-TCTTGTCTAATATCATATTTTTAACAAATCAAAT  
14098 
 
Query  14494  ATGGAG-ACTTGT--GATAAATTGTAGCAAACAAGTGAGATGCTTTTAAGAGTGAGAAAG  
14550 
              | || | |  |||  |||||||| |  ||||||| | | |   | |||| | |     |  
Sbjct  14099  AGGGTGTAAGTGTTTGATAAATTTTTTCAAACAAATTACAAA-TGTTAATA-TATTTTAT  
14156 
 
Query  14551  TTTTTG------TAATCTTTT----TTAATAAAAAAG---AGTTATACTTCTTCATACTT  
14597 
              |||||       |||| | ||    |||||||| ||    |  | |  || |||||  || 
Sbjct  14157  TTTTTCAACAATTAATATGTTAATCTTAATAAACAAATTCACATTTTATTTTTCAT--TT  
14214 
 
Query  14598  GGTGAGTGCTTGAAAAAT-ATTTTAAATCATCATATTGAGTGAGATTAAAATCATTG-TA  
14655 
                  |    | || | || ||||| ||     ||||||  ||| ||  |||| |||  || 
Sbjct  14215  ACCAAAA--TAGATATATTATTTTTAA-----ATATTGTTTGAAAT--AAATAATTTATA  
14265 
 
Query  14656  ATCCTATTTCATAGTGAAAATATTTTTTTTTGATTTGATTTCGCAATTTTTTCCTTTCAC  
14715 
              ||  || || | |   |||||| |        |||| |||||| ||  | ||  |||||| 
Sbjct  14266  AT--TAATTAAAA---AAAATAATA-------ATTTCATTTCGTAACATATT--TTTCAC  
14311 
 
Query  14716  ATTAATTTTTTTTTATATTATTATTCTTCTCTT-ATTCTCTTAGTTTATTTTTCT-TAT-  
14772 
              ||| |  |     | ||  |  |  | | | |  || |   || | ||| | | | |||  
Sbjct  14312  ATTGAAATAAACATGTACGAC-ACACATATATACATACATATA-TATATATATATATATA  
14369 
 
Query  14773  TATTCATCTTAATGATATAAAGTGGGAAATTTAT-TCTTGATATTTTCCAACAAAAATAA  
14831 
              |||  || |  || ||||| |     | || ||| | |  |||| |    | | | |||  
Sbjct  14370  TATATATATATAT-ATATATATATATATATATATATATATATATATATATATATATATAT  
14428 
 
Query  14832  AGCAGGCTATCAATCCCATTACTAAACAAGTCCAAAGTTGGTGGGTTGCGGGTGGTAGGT  
14891 
              |      |||  ||   ||   || | |  |  | |  |                ||  | 
Sbjct  14429  A------TATATAT---ATATATATATATATATATATATA---------------TATAT  
14464 
 
Query  14892  GTGT-TAAACGTGTTCGACAAATCTTTAAATTACGATCTCAAT-TCTCTACTGCCGAAGG  
14949 
               | | || |  | |   | | || | || ||    || |  || | | ||       |   
Sbjct  14465  ATATATATATATAT---ATATATATATATATATATATATATATATATATAT------ATA  
14515 
372 
 
 
Query  14950  TGTGACCTCACATACATCTTTGTATACTATTAATAAATA-ATAAATTTATGCGAAAATGA  
15008 
              | | |  | | ||| || | | |||| |||  ||| ||| ||| || |||    | || | 
Sbjct  14516  TAT-ATAT-ATATATATATATATATA-TATATATATATATATATATATAT----ATAT-A  
14567 
 
Query  15009  TGTTGTTATGGCAT-TATTT-TATGTCAAGACAAAAACATGAAATGTGGAGTATCTGCCA  
15066 
              | |   |||   || ||| | ||| |  | | | | | || | || |  | ||| |   | 
Sbjct  14568  TATATATAT---ATATATATATATATATATATATATATAT-ATATATATA-TATAT---A  
14619 
 
Query  15067  TTTGGTTCTCTCTAATTATTGTTTGAAATAGTGGTTTTCATAGAATCATCATTCAGCTGG  
15126 
              | |   | | | ||  |||   |  | |||    | |  ||| |   || ||  |  |   
Sbjct  14620  TATATATATATATATATATATATATATATA----TATATATATATATAT-ATATATATAT  
14674 
 
Query  15127  ATTCAAATGATGCCTAATCTAACGCATGACACTCAATCACTATG----GAGAAGCACTAA  
15182 
              ||  | || ||   || | |   |||  ||||  ||  | |||     | |||  || || 
Sbjct  14675  ATATATAT-ATATATATTTTG--GCAGCACACATAAATATTATATCCAGCGAAAAACCAA  
14731 
 
Query  15183  -GCAAGT-TGTTTGAATCATATCATATGACCAGGAG-CGTAAGCAACAATAGAATGAATA  
15239 
               | |||  | |||   |  ||||| | || ||     | |      | ||||      || 
Sbjct  14732  AGAAAGACTCTTTC--TTGTATCAAAAGATCAATTTTCTTTTTTGTCCATAGCTCACCTA  
14789 
 
Query  15240  TAGATGATGTAATACAAAATTTATATT--CATTTTA---GGCATA-TGAAACTTGACCGT  
15293 
              |   | |   ||| ||   ||| | ||  || |  |   || | | |    |||| |  | 
Sbjct  14790  TTTTTCACCCAAT-CAGTTTTTTTTTTATCACTACAAAGGGGAGACTCTTTCTTG-CATT  
14847 
 
Query  15294  TTACGTTCAATATCATTTTACGGACAAGAATGTCAAGTACTAACTCATCTCATCTCGTGC  
15353 
                | ||||| | |  |||||   | || ||| |||  || |||   ||  || ||   |  
Sbjct  14848  AAAAGTTCACTTTT-TTTTA---AAAATAAT-TCA--TATTAAT--ATACCAACTTAAGA  
14898 
 
Query  15354  TAGGTTTGGTTGGATTATAATAGTTTCAAATCTTAAACTCATAATTTTTTTAAGGATTTA  
15413 
               || |   |||  || ||| ||     |||    |||   ||  | || ||||  ||  | 
Sbjct  14899  AAGCT---GTTAAAT-ATATTAA----AAAAAGGAAAT--ATGTTATTATTAA--ATCAA  
14946 
 
Query  15414  ACTTTCAA---TTAGCAAAAACTACTTAAGATTCAATTAATCTTACCCAAGCACGAAACA  
15470 
              | |||||    ||| |||  |  | || | ||  |||| |  ||    || ||  |||   
Sbjct  14947  ATTTTCATCAGTTAACAACCAACATTTTA-ATCTAATTTAG-TTGTTTAAACA--AAATT  
15002 
 
Query  15471  TTTAAGG-TGAGAAAGTTTTCCCATGTTTATTTTTTCGGTTCACAACATTTGAACTTGGA  
15529 
373 
 
              | || |  | | ||| ||||   ||  || || |||   || | || |    |||   || 
Sbjct  15003  TGTATGTATTATAAATTTTTAATATTATTTTTATTT---TTAAAAATAAAA-AACAGTGA  
15058 
 
Query  15530  ACTCTATATAA---GAAA-ATCAATTTTTTTACTAAATGCAAGAGACG---TTAGTTTAA  
15582 
              |  | ||| |    | |  ||||   | | || | |||  || | | |   | |||  |  
Sbjct  15059  AAACAATAAACCTTGCATTATCA---TATATAGTCAATTAAAAAAAAGGAATGAGTGAAG  
15115 
 
Query  15583  TGAAATTTATCATGTAAATGATTTTTTTTTCTTAACCTGGAATCAAT-TTTGAATAACAA  
15641 
               | ||    |   | ||| | |  |   |||    |||   || ||| ||| ||  | || 
Sbjct  15116  GGGAAAAAGTGGAGGAAAAGGTAATGGATTCAATTCCTTCCATTAATATTTTAAACAAAA  
15175 
 
Query  15642  TTTTTTTTATTACAACA--GGAAGAAAGTAGAGCTTATTAGGGTATTATAACATC--ACC  
15697 
               ||  |  ||||  | |  || | ||| || |   |||||   | ||  ||  |   | | 
Sbjct  15176  ATTAATAAATTAACATATTGGTAAAAAATATAA--TATTAATTTCTTGAAAATTTGTATC  
15233 
 
Query  15698  AAGTAAGTATCAAAACTATATGAAAGAGGTTACAAATTTGTAAACGATTTACTCGTGTGA  
15757 
               |||| ||| ||| | ||||  ||     |||    ||| ||   | ||||    |||   
Sbjct  15234  CAGTA-GTA-CAACATTATA--AA-----TTAT---TTTTTA---GGTTTAAATATGTTT  
15278 
 
Query  15758  CTTGAGTTTTATAAAGAAGT--TACAAA-----ATCTTTTTAGCCTTCTTAGACAAGTTA  
15810 
               |||| || | ||||  |||  |    |     |||||| ||   || |||     |||  
Sbjct  15279  -TTGATTTCTTTAAATCAGTATTTTTTATTTTTATCTTTGTAATTTTTTTATT---GTTT  
15334 
 
Query  15811  AAATAA--ACTTACACTTCTATAATCACCATGAAATCTAGAGGCTAAATCATCACTTATA  
15868 
              |||| |  | |||  ||  | | || |  |||||   || |   ||| | ||   ||||| 
Sbjct  15335  AAATTATTATTTATCCTG-TCTTATGA--ATGAAGAATAAAA--TAATT-ATATTTTATA  
15388 
 
Query  15869  TCATG---AAAGATGAAAAATAGTAATCAAGAGACTTTAAGAGTTAGATTTATGTG---T  
15922 
              |  |    ||| |   ||||||  ||  || | | ||  |||   | || ||| ||   | 
Sbjct  15389  TTTTTTTTAAAAAC--AAAATAAAAA--AACAAAATTGTAGAAAAAAATATATTTGAGTT  
15444 
 
Query  15923  TTTATCTTTACAT--GAAAGAGAATAGCAATTTAAAAACTT---TAAG----ATTTAGTT  
15973 
              ||||| ||  |||  |  |  | | | |||| ||| ||  |   |||     | || | | 
Sbjct  15445  TTTATTTTATCATACGCCACTGTAAACCAATCTAATAAAGTCAGTAACCAAAACTTGGCT  
15504 
 
Query  15974  A------------TTTT-TACTTATATGATGTTAAATTTTTTTATTTTTATTGGATGTGA  
16020 
              |            |||| |  |||    ||||  |||| ||| ||||||  | |  || | 
Sbjct  15505  AGCACGCAGGCTGTTTTGTGTTTAGCCCATGT--AATTATTTGATTTTTTATAG--GTTA  
15560 
374 
 
 
Query  16021  GACTTTATTTCACATTT--ATACTTCAATTTCTACCAATAAAAAAGAGTAATAATTGCAA  
16078 
               | |  |||||| | |   | ||  ||   ||| |  |  ||||| |  ||  | |||   
Sbjct  15561  AAGTAGATTTCAAAGTATGACACGACAGCGTCTTCTCAGCAAAAACAAAAAACACTGCCT  
15620 
 
Query  16079  GGGAAAAAACAGAGGAAACAGGT-------TGGAGTTTTA-TGC-ACCCTCTTCTAGGGA  
16129 
                   |   |   |    | | |       |  || |||  | | ||  |||||||   | 
Sbjct  15621  CATCCATCTCTTCGTGTTCCGTTCTTTTACTACAGCTTTGCTACTACTGTCTTCTACAAA  
15680 
 
Query  16130  ATTTGTTAGCTTTGTGCTTTGATGAC-CTCGTAAAGAAAAGAGAAATTTTGAAATTTCAA  
16188 
                || ||  || | | ||   || || ||    |  ||   |   | ||  | |  ||   
Sbjct  15681  CCTTCTTCCCTCTCTTCTCC-ATAACACTTCCCACCAACCCA---AGTTCAACACCTCTC  
15736 
 
Query  16189  ATTGTTTCAGATGCAGAAAAA------TCACAAAGGTTTAGGCTCT-------AGGCTTT  
16235 
                | | ||     || | |||      || |||   |   | ||||       |  ||   
Sbjct  15737  TCTCTCTCTCTCTCACACAAACACTTCTCCCAACCCTAATGTCTCTCCCCAAAACCCTAC  
15796 
 
Query  16236  TTAGAGGTTT-------------ATGGCCCAATAAA----------------GGTGA---  
16263 
              ||      ||             ||  ||| |  ||                |||||    
Sbjct  15797  TTTCTCTCTTCCTTCTCCTCACGATCCCCCTAGTAACCGCCGATGACGCCGCGGTGATGT  
15856 
 
Query  16264  ---ATTTTTTCAAATT------------------GGGCTTCTC-GACTTAACATTATTTT  
16301 
                 ||||| ||||||                   |||||  || ||   |||   ||| | 
Sbjct  15857  CGAATTTTCTCAAATCCCTCACTCCACCGCCCTCGGGCTGGTCTGAAACAACCCCATTCT  
15916 
 
Query  16302  TAGAATT-AAGTTTTACAAAAGTAATGTAAGTAGAAA-------ATCATAATACACTAAT  
16353 
                 |||  |||  |  | || |  ||  |   ||  |       | |||||  | |   | 
Sbjct  15917  GCCAATGGAAGGGTATCCAATGCGATTCATCCAGCCACGTGACCAGCATAAGCCTCGCTT  
15976 
 
Query  16354  TGACATATTCAATTAAATAAAAATACTTGATTATTTTATAAATACA-TATAT----TGCT  
16408 
               | |||  ||  | |    || |  ||    |    | | ||| |  | | |    | |  
Sbjct  15977  CG-CAT--TCCCTCACCGGAACA--CTCCCCTCGGATCTCAATTCCCTCTCTCAACTCCG  
16031 
 
Query  16409  TATATAATAACATTAAGA--ATTTCAT-ATGGTGACTATTGTTTAACAGAAAAATAATTC  
16465 
               |     |  |   ||||  ||| | | |  |  ||  |   ||  |     ||   ||| 
Sbjct  16032  CACTCTCTCCCTCCAAGACAATTCCCTCACCGGCACCCTCCCTTCTCTCTCCAACCTTTC  
16091 
 
Query  16466  T-------AAA--------TTAAACTATAGCAATAATTAATAATAACATTAAAATTACAT  
16510 
375 
 
              |       |||        ||||||    |||| || |  |  |     |       |   
Sbjct  16092  TTTCCTCCAAACCGTCTACTTAAACC---GCAACAACTTCTCCTCCGTGTCCCCCACCGC  
16148 
 
Query  16511  ATTATACTAAAAAAATAAAATTTAGTTCCTAAGTCTCTTAGTTTTAAGATT--TGTTAAT  
16568 
               ||   ||    ||      |  |   ||| || |||   | |  ||   |  | |  |  
Sbjct  16149  TTTCGCCTCCCTAACCTCCCTCCAAACCCTCAGCCTCG--GCTCCAACCCTGCTCTCCAA  
16206 
 
Query  16569  ---TGAATTTTATGCATTATACCCAATTCTTA----AATCGCTTTG---TTGCCATC-CC  
16617 
                 ||    ||   ||     | || ||| |     || |   | |   | | | || || 
Sbjct  16207  CCCTGGTCCTTCCCCACCGACCTCACTTCCTCCTCTAACCTAATCGACCTCGACCTCGCC  
16266 
 
Query  16618  TCCTTAAATATCATCA-TATTTTGTCTGTCATCTTAGGCCCA-------------AAAAG  
16663 
               || ||    ||| |  |   ||| | | ||| || | |  |             || |  
Sbjct  16267  ACCGTATCCCTCACCGGTCCCTTGCCGGACATTTTCGACAAATTCCCTTCCCTTCAACAC  
16326 
 
Query  16664  CTT----TCA-TTCCAAAAGCCTGATAG-------ACCCCCCTTTGCTTTGCCTGCCGA-  
16710 
              |||    ||  || ||| | ||| |  |       |||| |||   ||||  | ||||   
Sbjct  16327  CTTCGCCTCTCTTACAACAACCTCACCGGCAATTTACCCTCCT---CTTTCTCCGCCGCC  
16383 
 
Query  16711  AACAGT---GAAACACTTGCTGCTGTGGAT-AATAACAAGAAAAAGCTACAGTGTAGAAA  
16766 
              |||| |   |||||       ||| ||| | || ||| ||     ||  | |  | |    
Sbjct  16384  AACAATCTCGAAAC-------GCTCTGGCTCAACAACCAG-----GCCGCCGGCTTGTCC  
16431 
 
Query  16767  ATAGTTGCTGACCTCATTATCTGTCAGAGGAACACTGGCTTATA-------TTGTAAAAT  
16819 
                 | | |   |||| |  |||   | | |    |||  ||| |       | |   ||| 
Sbjct  16432  ---GGTACCCTCCTCGTCCTCTCCAACATGT---CTGCATTAAACCAGTCCTGGCTCAAT  
16485 
 
Query  16820  AAAAATCTAAATTCA--GATAGGCAAAGGGAACTAACTAGTTAATGCA--GATGTGATCA  
16875 
              || || |  | ||||  | |     |  |||  || |     ||||||  | | || ||  
Sbjct  16486  AAGAACC--AGTTCACCGGTTCCATACCGGATTTATCGC---AATGCACGGCTTTG-TCT  
16539 
 
Query  16876  AATTTTCCAATAAAAATGATAA--AATAAAAA--TCTTCATCTAATTAAATAAAAATGAC  
16931 
               | || |   | |    |||||  | | ||    | |   ||    |  ||     |||| 
Sbjct  16540  GACTTGCAGCTCAGG--GATAACCAGTTAACTGGTGTGGTTCCCGCTTCAT-----TGAC  
16592 
 
Query  16932  AAAAAA----AGAGTAAAGA--GTT-----GAAAAATAATTTATTTCCTTTCCCCTCTCT  
16980 
              ||        ||  | ||||  |||     | | ||||||    |||     || | |   
Sbjct  16593  AAGTCTTCCTAGTTTGAAGAAAGTTTCTCTGGATAATAATGAGCTTCAGGGGCC-TGTGC  
16651 
376 
 
 
Query  16981  TTTTGTTGTTGAAAAAGACTGA--GATGGGGAGGGTGGGTAAATTGGGTACTCTTTCTAT  
17038 
                 |||| | | ||| |  |||  | |      | ||||   | | | |  | | |  || 
Sbjct  16652  CCGTGTT-TGGGAAAGGTGTGAATGTTACTCTCGATGGGATTAATAGTTTTTGTCTTGAT  
16710 
 
Query  17039  ACTAACACTATAAAATATGAGGCCCACAAG-TGCTCTTGA-GTAGAGTATGGAG---TGT  
17093 
              |||    ||   || | |||  ||     | || | |||  | ||| |   |||   |   
Sbjct  16711  ACTC---CTGGGAATTGTGATCCCAGGGTGATGGTTTTGCTGCAGATTGCCGAGGCATTC  
16767 
 
Query  17094  GG--ATCCCCTAGGGGCACCAAAG-CAT--AA-----ATGCTCACTTGGATAGTTGT---  
17140 
              ||  ||||  |  ||    || || | |  ||     ||| ||  |  ||| ||||     
Sbjct  16768  GGGTATCCAATTCGGTTGGCAGAGTCGTGGAAGGGGAATGATCCGTGTGATGGTTGGAAC  
16827 
 
Query  17141  --TGTTGGAAGTG--GCCT--ACCATTACCTATAGGCTAT----AG---CATAGCATGCT  
17187 
                |||||   |||  |||   |  ||||  ||  | | ||    ||   ||  |  |||  
Sbjct  16828  TATGTTGTGTGTGCTGCCGGAAAGATTAT-TACTGTCAATTTCGAGAAACAGGGTTTGCA  
16886 
 
Query  17188  TGG-AC-ATATCTATTG--TTCAACAA----ACATA--TCAATA--TTGCTT-TCAAAGG  
17234 
               || || || ||   ||  ||   |||    ||  |  | |  |  ||| || |||| || 
Sbjct  16887  GGGTACCATCTCCCCTGCATTTGCCAATTTGACTGACTTGAGGACTTTGTTTCTCAATGG  
16946 
 
Query  17235  CCAT--TTTG-TCAAGCTTC---AC---AAATCTACAGC------CCTCAGTTTTTTAAG  
17279 
              | ||  |||| ||  | |||   ||   | |  |  | |      |||||| ||   |   
Sbjct  16947  CAATAATTTGATC--GGTTCTATACCTGATAGTTTGATCACTTTGCCTCAGCTTCAGACT  
17004 
 
Query  17280  TTTGACAT---TGGCACATGACATGGCT--ATT---TACTAACTTTGCA----ATGTGAA  
17327 
               ||||  |   || || |  || |  ||  |||   | |||| ||  ||    | ||||| 
Sbjct  17005  CTTGATGTGTCTGACA-ACAACCTCTCTGGATTGGTTCCTAAGTTCCCACCAAAGGTGAA  
17063 
 
Query  17328  GGCTTTGCCAA-GAGAAA--CATAACT---GAAACC------------ATGTGGTCTAAT  
17369 
              |    || |   | ||||  | |  ||   ||||||            | |||| | ||  
Sbjct  17064  GTTGGTGACTGCGGGAAATGCTTTGCTTGGGAAACCCCTTAGTCCTGGAGGTGGACCAAG  
17123 
 
Query  17370  TAGTGCTAG-CCATCT----CTT------------------GTTAATTATTATATCCGA-  
17405 
              | |  |||  || |||    |||                  || |||  | | |    |  
Sbjct  17124  TGGAACTACTCCTTCTGGGTCTTCGACCGGTGGAAGTGGTGGTGAATCCTCAAAGGGTAA  
17183 
 
Query  17406  -TCTT-----TTGCCA------ATTAATTTAATTATTTTTCCTGTGCAATGTT-----GA  
17448 
377 
 
               ||||     | ||||      |||  |   ||  || ||  ||||   | ||     |  
Sbjct  17184  TTCTTCGGTGTCGCCAGGTTGGATTGCTGGTATAGTTGTTATTGTGTTGTTTTTTATTGC  
17243 
 
Query  17449  AGGGGTAGCAGTACCTATTTTCCA-----TTAGTG--CAA--TGCAGCACACAGTGAAAT  
17499 
              || ||| |  ||   | | ||  |     || ||   |||  |||||   | |||  | | 
Sbjct  17244  AGTGGT-GTTGTTTGTGTCTTGGAAGTGTTTTGTCAACAAGCTGCAGGGGA-AGTTCAGT  
17301 
 
Query  17500  A---TTTTAGCATATGCCAACCTGGGTG-GTCGTCGTCACACATGCTTCATTGTTCATTT  
17555 
              |   ||  ||   |||  ||  ||||   |  | | | | || || | |  ||| ||| | 
Sbjct  17302  AGGGTTAAAGGTCATGAAAA--TGGGAAAGGAGGCTTTAAACTTGATGC--TGTCCATGT  
17357 
 
Query  17556  GTTCA--GCACATTTCACT-TTCATATTATGATATTATTCCTAACCAAGTCCCCACTGTA  
17612 
               |  |  | | ||     | |||   ||  | |   |  ||  | || ||    |  | | 
Sbjct  17358  TTCTAATGGATATGGTGGTGTTCCAGTTGAGTTGCAAAGCCAGAGCA-GTGGTGATCGCA  
17416 
 
Query  17613  AT-ACCATAATACC--ACACGA---AATATCTTCT-TACAAAT------ACAACTCTGTC  
17659 
               | ||| | || |   | | |    || || |||| | ||| |      |||| |      
Sbjct  17417  GTGACCTTCATGCTTTAGATGGTCCAACATTTTCTATCCAAGTTCTTCGACAAGTGACGA  
17476 
 
Query  17660  ATTGTTATTGTGATGTTAGTCCCATGACCATG--AAGATTTCATATTTTTTTTACAAATA  
17717 
              ||  ||   | || |  |      |   || |  | | |||    |  ||| || |     
Sbjct  17477  ATAATTTCAGCGAGGAGAACATTTTAGGCAGGGGAGGGTTTGGAGTAGTTTATA-AGGGG  
17535 
 
Query  17718  GAGTAGCACTTGTAGGGCAAAAAAGTTGCTCGTTAACTATTAACTGATTCTCTACTTTCA  
17777 
              | || |||  || | || | |||| ||||| |||||  |  |   || ||| |  |   | 
Sbjct  17536  GTGTTGCA--TG-ATGGAACAAAAATTGCT-GTTAAG-AGGATG-GAATCTGT--TGCAA  
17587 
 
Query  17778  TGGAGATTAGTCTCAACGTCTCAT-GACCTCCAACTATAAAAATATCTTGCT-TTCTGCA  
17835 
              ||| ||  |     || |||  |  ||  || ||  | | |      ||||  ||||  | 
Sbjct  17588  TGGGGAACA-----AAGGTCAGAAAGAGTTCGAAGCAGAGA------TTGCACTTCTT-A  
17635 
 
Query  17836  AAAAAAAAAATTTTAAACCTCATGCAAACTATTCAAATCCCCTACA-CAATGCCGATCCT  
17894 
                |||   |    || || |  ||    || ||| |      | || ||||| | ||    
Sbjct  17636  GTAAAGTTAGGCATAGACATT-TGGTTGCTCTTCTAGGGTATTGCATCAATGGCAATGAA  
17694 
 
Query  17895  AGTGAGTTTGAT-TAAGATTCCATAAACTTATCAAG--AGAATAACCAAACA-----TAA  
17946 
              || |  |||| | || || |  |||  | |  ||||  | | ||||  | ||     |   
Sbjct  17695  AG-GCTTTTGGTGTATGAGT--ATATGCCT--CAAGGTACATTAACACAGCACCTGTTTG  
17749 
378 
 
 
Query  17947  CGTA--AGGAAGA-GAGAGT--TCATAAAAAGTGAAT--AATTCCTAGAACATGCT--GA  
17997 
               ||   ||||  | | |  |  || |   |  || |   ||    ||| |   |||  |  
Sbjct  17750  AGTGGCAGGAGCATGGGTATGCTCCTTTGACTTGGAAGCAAAGGGTAGTAATAGCTTTGG  
17809 
 
Query  17998  AAATAGCTCTCACTTTTGAAAACCATGC---GTTTAAA--AGTAAAAC--CAAG-AT-GA  
18048 
              |  |||| |      | ||| ||  |||   |||||    || ||| |  ||   || || 
Sbjct  17810  ATGTAGCGCGGGGGGTGGAATACT-TGCACAGTTTAGCTCAGCAAAGCTTCATTCATAGA  
17868 
 
Query  18049  GATTGATT----TTAAACATT-TGGTTTGC-ATTATGT---ATCTTTTTTTAATCTTATT  
18099 
              || | |      | ||||||  |  |  || || |  |   | |     ||   || ||| 
Sbjct  17869  GACTTAAAACCCTCAAACATACTACTAGGCGATGACATGAGAGCAAAGGTTG--CTGATT  
17926 
 
Query  18100  TCCTATT--TTCTCCAT--ACCAGATGTGAAAAATCAGCTT---------TTTTCCCCAA  
18146 
              |    ||  ||    ||  |||||||| |||  ||    ||         ||  |   || 
Sbjct  17927  TTGGGTTGGTTAAAAATGCACCAGATGGGAAGTATTCTGTTGAGACACGGTTGGCTGGAA  
17986 
 
Query  18147  AA-----AACTCA---ACCTAGCCATGAAGGTGCAGAAGGG----GATTGGACT------  
18188 
               |     |  ||    ||||    ||| |||| ||||| |     ||||  | |       
Sbjct  17987  CATTTGGATATCTTGCACCTGAGTATGCAGGTACAGAAAGCCTTTGATTTTAGTTTTGTA  
18046 
 
Query  18189  CAATGTGAGGAGCCTCATTTTAAA--TAAAATTTTA-ACGC----ATTACATA---ATAA  
18238 
              |||| || |   | | ||||| ||  | | |||||| | ||    |||   |    |||  
Sbjct  18047  CAAT-TGTGC--CTTAATTTTGAAGTTCATATTTTATATGCTCGTATTTGGTGGTTATAG  
18103 
 
Query  18239  ATAA--GATACGAATGC----TCAGG-TTGGGTGTTCTGTA---TGAACCATTTG--CTG  
18286 
               |    | ||  | | |    ||| | || ||||||| | |   | ||  | ||   | | 
Sbjct  18104  CTGTTGGTTATTACTTCAATATCATGCTTCGGTGTTCAGCAAATTTAAGTAGTTCACCAG  
18163 
 
Query  18287  TGAAATCCGAC---TA-AAATCAAAAG-AGAAAGCC---AAC--AAAATA-----TAATC  
18331 
               | ||||   |   || |||  ||||| ||||||     ||   ||||||     || || 
Sbjct  18164  AGTAATCGCTCACATACAAAAAAAAAGTAGAAAGAGTTGAAGGGAAAATAATTGATACTC  
18223 
 
Query  18332  AATTTGT---TTCAAAGC--CT-CAA--------GTAG----TTGAATACAA----AAGC  
18369 
              ||||  |   | ||  ||  || |||        || |    ||   | |||    |    
Sbjct  18224  AATTCCTAGATACATGGCTACTTCAAAATTCTTTGTGGCTATTTCTTTGCAATGTTATAT  
18283 
 
Query  18370  TTTACCCTATT-AGGTGA------GA-TTGGCTAGGTAGATCACACAATA-TTATTCG-G  
18419 
379 
 
              ||| | || || | |||       || |||| | ||    |  |   ||| || || | | 
Sbjct  18284  TTTGCTCTTTTCACGTGTTTTGTTGAGTTGGGTGGGGGTTTTGCTGCATAGTTCTTGGTG  
18343 
 
Query  18420  CTCAAATAAAGACT--AAAGTT---TC-AGTAATATTA------TTTGCTATGAGATCCA  
18467 
               |    | | | ||  |||| |   || ||  || ||       ||| | | |||    | 
Sbjct  18344  GT----TGATGCCTCAAAAGATATGTCGAGCCATTTTTAGACAGTTTACCA-GAGTCTGA  
18398 
 
Query  18468  CT-TCCTTCAACTTCTTGGAATATGATAAA-ATT---GTTGCAGAAAATATAATAGGAAT  
18522 
              || ||  | | | | |  || | |||| || | |   ||||||  |||| |  | |  || 
Sbjct  18399  CTCTCAATTATCCTTTACGA-TGTGATGAATACTCTGGTTGCATTAAATCT--TTG--AT  
18453 
 
Query  18523  TA--GAAAATAAACA---GCTTTTGGGAAAATATTCC-TCAGAA--AATTACTAAGATTT  
18574 
              |   | | ||   ||   ||||  | |  | |  ||  ||  ||  ||| |||    ||  
Sbjct  18454  TGCTGTATATTGTCATGGGCTTAGGTGGTAGTTCTCTGTCGCAACTAATCACTG---TTG  
18510 
 
Query  18575  TCGAAGTAGTTAAAATTTGCAACTTCCAAAGAAGCTTGAGGCAACCACACCACAA-----  
18629 
              | ||| |  | |   | | | | ||||      | | |  |||   | ||  |        
Sbjct  18511  TGGAATTTATCATTCTATCCCATTTCCTTGTTGGATCGGTGCATTGAAACATCTTTTGTT  
18570 
 
Query  18630  AAACCATTTATTATTAGTAGAGTCAAGACTTTATAAACCCCACA-CAAGAATTTT-----  
18683 
              ||| |  ||||| | |   | ||   |  |||||  |     || ||||| ||||      
Sbjct  18571  AAAACTGTTATTTTGATCGGTGTT--GTTTTTATCCATTTAGCATCAAGACTTTTGCAAG  
18628 
 
Query  18684  -AT----CTTTCCAA--TGTGGGACTGAAGAAG--TCCCTG-CAATTGATAA---CTAAA  
18730 
               ||    ||| | ||  ||| | | ||||   |  |   || || ||||| |   |||   
Sbjct  18629  CATAAAACTTCCTAAAATGTTGCATTGAATGTGATTAGATGGCATTTGATTAGTGCTAGT  
18688 
 
Query  18731  CTAAACTCT-----ATATTAAATAG-ACT-----TCGTAACAAATA--GGCA---TCAAA  
18774 
              |||     |     ||||| |||   |||     || || ||  ||  || |   | | | 
Sbjct  18689  CTATTTGTTTGATTATATTTAATGTTACTCTGTTTCTTACCAGCTACTGGAAGAGTGACA  
18748 
 
Query  18775  ATCCCAAAGAATATGTCGAGTTGCAGTTGTAT--GTTCTCAAA-AACAAAAAAA-GTTAA  
18830 
              |  ||||||   ||||  |  |||| ||| |   ||||| |   |||  |  |  | ||  
Sbjct  18749  A--CCAAAGTGGATGTTTA--TGCATTTGGAGTAGTTCTGATGGAACTTATCACCGGTAG  
18804 
 
Query  18831  ACATTTTCATTATCAAGCTAGTCATACCATATGTTACAAAGAAAGTAAATAAAAAGCAT-  
18889 
              | |    ||||   | | || |  | ||| |||    ||||     |  |    | |||  
Sbjct  18805  AAAGG--CATTGG-ATGATACTG-TGCCAGATG----AAAGGTCTCACTTGGTGA-CATG  
18855 
380 
 
 
Query  18890  -TTTAAAAGTGTAACAAC-AATGACCATAAC--TACAGAGGAAAGCTCATAAATGAAACA  
18945 
               ||    || |||  ||  ||  |  | |||  | || ||| ||  | || ||     || 
Sbjct  18856  GTTCCGTAGGGTACTAATTAACAAGGAAAACATTCCAAAGGCAAT-TGATCAAATTCTCA  
18914 
 
Query  18946  AAACAGGATTAGATGGAAAAAGGAAATTAAG--AAGAATAACATACAG---CC-ACTTGA  
18999 
              |  |||      |||     ||||||  | |  ||| |||  ||||||   || |  ||  
Sbjct  18915  ATCCAG------ATG-----AGGAAACCATGGGAAGCATAT-ATACAGTGGCCGAGCTGG  
18962 
 
Query  19000  GACGC--TTTCCTAGCTTCCTTCATCCATTC-AGTGGACAG-TAACTGTCAAGTTTTGAT  
19055 
               | ||  || |   |||  |   | |||| | |  || | | ||   |||| |   |||  
Sbjct  18963  CAGGCCATTGCACTGCTCGCG--AACCATACCAAAGGCCGGATATGGGTCATGCAGTGAA  
19020 
 
Query  19056  -GCCTTGAACACCTCTTGCACATCCAGTAATG---ACCTCACAGCCCCTATTATAAGGAT  
19111 
               | ||||    |||||||    |  || ||||   ||||   ||||   || || | ||  
Sbjct  19021  CGTCTTGGTT-CCTCTTG----TGGAGCAATGGAAACCTACTAGCC---ATGATGAAGAA  
19072 
 
Query  19112  TAG-----CTGGTCTTGCA-TGAAAATTGTAGTAAGAAG--CTCCTGCTCTATCACA-TG  
19162 
               ||     | | ||| ||  |||   |  || | ||     |||  ||||||  |   || 
Sbjct  19073  GAGGAAGACGGCTCTGGCGGTGACCTTCATA-TGAGCCTTCCTCAAGCTCTACGAAGGTG  
19131 
 
Query  19163  G------AACCATGTCCCT-CTTCAGTGTCCCATAGCTAATGTACTTTATGTGCTGCACA  
19215 
              |      ||| | | | || | |||       |||  |||||   |||   |    || | 
Sbjct  19132  GCAAGCCAACGAAGGCACTTCCTCA-------ATATTTAATGACATTTCCATCTCACAAA  
19184 
 
Query  19216  CCT--TCCAGAACTCTCCTATTGCTCTCTGAGTCCATTTCTGGCTCTGCCAAACACTCTC  
19273 
              ||   || || | ||||||        || |  |   | | || | |||   | ||||   
Sbjct  19185  CCCAATCAAGCA-TCTCCT--------CTAAACC---TGCAGGGTTTGC---AGACTC--  
19227 
 
Query  19274  CAATGCTTTGGTGCAAACCCTTTTGGTCATCACTTCAGTTTCACTCAAATTGATGAGGTC  
19333 
                   ||||| | |||       |||  ||   | | |||  || | ||||||| |     
Sbjct  19228  -----CTTTGATTCAA-------TGG--AT---TGCCGTTA-AC-CGAATTGATAAACGA  
19268 
 
Query  19334  CACAACTGAT---AGGCCAT-----TGCAGAT--TGGGAGAAGGGTGTGAAGCAGAAGAA  
19383 
               |||||| ||   ||| |||     | || ||  | |  ||||| |  |  | |||| |  
Sbjct  19269  GACAACT-ATCCAAGGGCATCTTAGTCCATATGATAGTGGAAGGTTTAGTTG-AGAATAC  
19326 
 
Query  19384  C-AAGTG--CCAAACATGGGAAAG---TCATGA-CAATGA--ATC-----TGGGTTGGGA  
19429 
381 
 
              | |||    ||| |  | | ||||   |  ||| | || |  |||     |   || | | 
Sbjct  19327  CCAAGAAAACCAGAGGTTGTAAAGCTGTTTTGATCTATTAGCATCGCCAATTTCTTTGTA  
19386 
 
Query  19430  C---------ATTGTTCTG--TGCTGTTTTCAGTTTGTTGTTAAGTTGTG-------GAA  
19471 
                        |||||||    ||   |||| |   |||| ||||  | |        ||| 
Sbjct  19387  ATTATTTATTATTGTTCAAAATGTCATTTTTATGGTGTTCTTAAAATCTCCTCATCTGAA  
19446 
 
Query  19472  GTGAATGTG--------AGA--GGC-----TTAATG------------GGTGGATAG-TC  
19503 
               | ||  ||        ||   |||     ||| ||            | ||||| | |  
Sbjct  19447  CTAAACCTGGATCTTTTAGTTTGGCGTTCTTTATTGATTCTTTAAGACGATGGATGGGTT  
19506 
 
Query  19504  ATAAATTGGACAGTGTACAACTC--TCTCCCGTGTTCGTGCAAAAAGGTAGAACAAAAAA  
19561 
               ||||  |||  || ||    ||  | | || || |||||     |||  ||  |    | 
Sbjct  19507  TTAAA--GGATGGT-TATTGGTCGGTGTACC-TGATCGTG-----AGGATGATTATTTTA  
19557 
 
Query  19562  AATTGAAAAATGTTTTTAAAAGTGAA------TACATAAA---ATTATATTTT--TCTTT  
19610 
                ||     || ||||   ||| |||      |||||  |   ||| |||| |  ||||| 
Sbjct  19558  TTTT-----AT-TTTTGGGAAGGGAAGGACTATACATTTATTAATTGTATTATATTCTTT  
19611 
 
Query  19611  AAATTTAAATATGTTAAGACTATGATAGGTGTATTT----CAAATTAAATAAA---TATT  
19663 
                 ||||    | ||  ||  || | | || |||||    ||  |   |||||   | || 
Sbjct  19612  ---TTTATCCCTTTTT-GA--ATCAGAAGTATATTTATCGCATGTGCCATAAACTTTCTT  
19665 
 
Query  19664  AAG----------GAATTTATTTC-----TTAATCCATTTATAAAAAATATTGC----AC  
19704 
                |          | || | | ||     |  |||||  |||||    || ||     |  
Sbjct  19666  CTGTGCCCGTTATGCATCTGTGTCAACTCTCCATCCACCTATAAGGTCTAGTGTGTGTAT  
19725 
 
Query  19705  AAAG--TTACAACTAGACAACTAGTTAATAATATTAAAGGTATCATGCAGTGAACT--TA  
19760 
              |||   || | ||| |||| ||   ||  ||||  || || | ||    ||   ||  |  
Sbjct  19726  AAATCATTTCCACTCGACACCT---TACAAATA--AATGG-AGCAATATGTTCGCTGTTC  
19779 
 
Query  19761  ATATGAAAAATGATCAATGAACACATATGTACTATTTAACACCTAGAAAGATAAAGAAAG  
19820 
              | ||||| |||||     || ||| |       |||||  |  |  |  | ||  ||||  
Sbjct  19780  AAATGAATAATGA-----GACCACCTGCCCGGAATTTATGATGTGTA--GTTAG-GAAAC  
19831 
 
Query  19821  AGAAGAGAGAGAAAATACTGTATACACCTATTTAACACATCTGTGCTATCATATTTTACT  
19880 
                  || | | |   |  || ||| ||  |   ||   ||||       || |||||  | 
Sbjct  19832  TTT-GAAACACACTTTGTTGGATATACGAAACGAA---ATCTA------CAAATTTT--T  
19879 
382 
 
 
Query  19881  TTA-----TTTATTTTGTCGAGATTCTTATCT-GTTATTATTCGAATTCTATTTTGTAGT  
19934 
              |||     || | || |  ||| |  |||  | ||  ||||   ||| |||    ||||| 
Sbjct  19880  TTAAGCAATTGAGTTGGATGAGGTGGTTAGATAGTCTTTATGTAAATACTA----GTAGT  
19935 
 
Query  19935  AGTCATATTTGTTGTCTTGTAGGTACTTTTTCCATTACTAGACGTA---TTTTCTTCTTG  
19991 
                  ||||||     |||  |  |  ||  |  | | |||||  ||   |||| | |    
Sbjct  19936  TCCAATATTTAAATCCTTA-ACATGGTTGGTAAAGT-CTAGA--TAAGGTTTTATAC---  
19988 
 
Query  19992  GTCTACATG       20000 
                || |||       
Sbjct  19989  --CTCCATTTTGGA  20000 
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Query  20001  TTGCTTTCCATAACTAG--TTTTAATCTTGCTTCAAACTCTTCTTGTGAAGTTGCTACTG  
20058 
                 ||    | | | ||  |||||  ||| | | |  || |||  | || |  || ||   
Sbjct  20001  A--CTA---AAATCAAGCCTTTTATCCTTACCTTAC-CT-TTCGGG-GAGGAAGC-ACCA  
20051 
 
Query  20059  CTAATTTTGCAATTATTTTTTTCTGCTAATC--TCGTCATACAAATT-ATTTTGACAAAC  
20115 
385 
 
              ||   |   |||| ||         |||||   | |  ||| |||   || | || | |  
Sbjct  20052  CT---TGAACAATCAT---------CTAATTGGTGGCGATAGAAAGAGATATGGAAATAT  
20099 
 
Query  20116  AAGAAATAAGTATGCCCTCTT---ATATGTATCAATCACGTTAGTCTTTGATTTTACAAA  
20172 
              |   |||||  |     | ||   | ||  || ||| || || ||  | ||||   |||| 
Sbjct  20100  ACTGAATAAAAAGAATTTTTTTAAAAATACATAAAT-ACATT-GTGGT-GATT---CAAA  
20153 
 
Query  20173  -TTCT---TTACTTTAGTTTCC--AAACTTGTAATATCAT-TCA---TTTCAGATCTTTT  
20222 
               ||||   | | |||| |||    ||| | |  | || || | |   |||  | |  |   
Sbjct  20154  GTTCTGAATAAATTTAATTTTTTGAAAATGGATACATAATCTTAAAATTTGGGTTGGTGA  
20213 
 
Query  20223  TCG------TTTCATTTTTCATTATCATTTTATAAAATCTATAACTAAAATGAAAAAAAT  
20276 
              | |      ||| ||||  ||  || |   |||| |||   | ||   |   |     || 
Sbjct  20214  TGGGATGGTTTTAATTTCACACGATGAGCCTATACAATACGTGACCGCACATATGGGGAT  
20273 
 
Query  20277  TGTAACATTAG-AGAC---TAAACTGACTAACA-AATACAGTTTCAAAAACTAAAAGTTG  
20331 
              |  ||  | || |||    || | | |||  |  || | ||   || |  ||||  |||  
Sbjct  20274  TCAAAGCTCAGCAGATGGATATA-TAACTTTCGCAACAAAG---CACATGCTAATGGTTA  
20329 
 
Query  20332  -GGTTACTCATAAAATAGACGCATTTCTAGTTTAGAGTGTATTTGGTAATTTCTAAAATT  
20390 
               || |||| ||          ||| | |  ||||  |||  ||  |||     ||   |  
Sbjct  20330  TGGGTACTGATT---------CATGTTTTCTTTATTGTGG-TTACGTATGCCGTA---TC  
20376 
 
Query  20391  CAAAT-AAGTAGGTAA----AATGGA-ATTAGTTTTAAAATCACGAGTGAATCACTGACT  
20444 
              ||  | |||| |   |    | |  | ||  |||||| |                   || 
Sbjct  20377  CATGTTAAGTTGCCCACCACATTCTAGATGCGTTTTATAC------------------CT  
20418 
 
Query  20445  ATCGGTGAAATTTTAGCCAGGGGAGACTTGGCTTCTTAAAATA-TTCAACCCGCAAAAGT  
20503 
              || |   ||| | |||    || ||| |  ||   | |||||| || ||   ||||   | 
Sbjct  20419  ATTGCCAAAAATATAG----GGCAGATTGAGCAGTTGAAAATAATTGAATTGGCAATGAT  
20474 
 
Query  20504  TAT-GAAACTAACATGATTTGAAGACAACATACAATTCCTGCAAGC--GAAAATA--AAC  
20558 
               || || | | | || || ||||      | | ||||| |  |||   ||||||   ||  
Sbjct  20475  AATAGAGATTCA-ATTATATGAA------AGAGAATTCGT--AAGTAGGAAAATTCCAAT  
20525 
 
Query  20559  CGTTG---TAGTTCGTGCGTTGTATACAGTATGTAGCAAGA-GAAAATATAGACGTCAAT  
20614 
               |||    ||||| ||    | | ||   |||   ||  |  |    | || | |  ||  
Sbjct  20526  TGTTAGATTAGTTGGTTACCTTT-TAATTTATTGTGCCTGCTGGTTTTTTATAAG--AAC  
20582 
386 
 
 
Query  20615  GTGCGTTCTGAACAAAAGTTTCCATGCTGTGTTAATTGGAATTCCATTGTG-TAATGGAA  
20673 
              |||       ||||  || || ||      ||    ||||||  ||| ||| | | ||   
Sbjct  20583  GTG-------AACATCAGGTTACACAACAAGTG---TGGAATGTCAT-GTGCTTAGGGTC  
20631 
 
Query  20674  AGTAAAGC-TGG-TCTATTCAGCAAATACTTACTGCACAT----CTCTCTACGCAAACAT  
20727 
              |||  ||  | | |  || |  |||||    | ||||  |    ||   || |||| ||  
Sbjct  20632  AGTGGAGGATCGATGGATCCTCCAAATTTCAATTGCAATTAGTACTTAGTAGGCAA-CAA  
20690 
 
Query  20728  GAAGAAAAAAAAATCCATAATCAAGACTTTTATGTTTACAGGAATACGTT---TGAAAGA  
20784 
              || |         ||  | |  ||||  ||  ||  |   ||| || | |   ||    | 
Sbjct  20691  GATGGC-------TCACTCAGGAAGATATTATTGGAT---GGACTATGCTCCCTGTTTCA  
20740 
 
Query  20785  CAATCAGAAATTGAATATTTACAACAGTTAAT-TAAC-----ATTGTATCC--ATCAGTC  
20836 
              | ||   |||| || | || ||  |  ||||| | ||     | |||||    ||||    
Sbjct  20741  CCATATAAAATAGAGT-TTGACT-CTTTTAATATCACCGCTTAGTGTATTGTTATCATAG  
20798 
 
Query  20837  CCCAA---AGCTGGTAAAC-ATTTCGGATTTTTCACAAGATAAATCAGGTAGTCA-ACTG  
20891 
              |  ||   |  ||||| || |||   ||    | |  | || ||||| | | | | ||   
Sbjct  20799  CATAAGTTAATTGGTATACTATTAACGACCGCTAATGATATCAATCAAGGAATAATACGA  
20858 
 
Query  20892  TCAACTGTGAAG-TTTCAGAT-CATATTGTGTATTAGTCATGA--AAAATTCATATAAAA  
20947 
              |     || ||  |||||| | | |  | | |   || ||  |  || |  |||| ||   
Sbjct  20859  TGGTGGGTAAAAATTTCAGCTGCTTCATCTCTGCCAGACACAAGCAAGAGCCATACAA--  
20916 
 
Query  20948  ATAGTTTAACTGTTCTCCAAGACAGCATGCCCAACTCAAAG-TGTGAGT--TGATC--CA  
21002 
                    |||||   |  | ||| ||  ||   |   ||||| | | |    ||| |  || 
Sbjct  20917  ------TAACTA--CATCTAGAGAG--TGAATAGAACAAAGCTCTTAAACGTGAACGACA  
20966 
 
Query  21003  TGTTCTTAATGTTTCTAGAGATTCCATG--AGTTGACCGTCCTTCGTCTTGTTCATCATA  
21060 
               ||| ||  ||   |||||| ||  ||   || || || |  ||| | ||   |  || | 
Sbjct  20967  CGTTGTTGCTGG--CTAGAGCTTATATTGCAGATG-CCATA-TTCATTTTCC-CGGCA-A  
21020 
 
Query  21061  TGGGTTTGCTCG-GTAGTTGGATATTGCCTCTTCATTGTCAGAACAGCCTGGCCTTTCAG  
21119 
              |   |||  | | || |||  | |||     || |||   ||||  | |     |||    
Sbjct  21021  TAATTTT--TAGAGTTGTTCAA-ATT-----TTGATTT--AGAA--GTCATTAATTTTTT  
21068 
 
Query  21120  TAAGAAACTGTTCCCAGAAAACATCATTCACCCTGTCTGGAGGAGCTGGGTTAACTTGGT  
21179 
387 
 
              ||  ||  ||   ||| |||  ||   |     | ||   | ||      || ||||| | 
Sbjct  21069  TACTAA--TGA--CCATAAATTATATAT-----TTTCA--ATGA------TTCACTTGTT  
21111 
 
Query  21180  TGTTACTTGGAGCCTCCTGTGATGAAGC--TAA----ATTGGTAGCCTCAGCAGCTACAT  
21233 
              | || |||      || | | | |||||  |||    |||  | |    || |||   || 
Sbjct  21112  TTTTCCTTCTTTTTTCTTTTTA-GAAGCAATAATTCCATTATTTGATCGAG-AGC---AT  
21166 
 
Query  21234  TTAGGTTTGAGGAAACACCACTATCAGATTCTTTACCATTGGCAAAAAA-TCTTGA-TTC  
21291 
              ||  | | | | |  | |   ||| || || ||||  |||   || ||| || ||  ||  
Sbjct  21167  TTTCGAT-GCGAATGCTCA--TATGAG-TTATTTA--ATTTTAAATAAAGTCATGTGTTT  
21220 
 
Query  21292  TGCC-----AATTTTCCAATTTCTTGACAGTCAATTTGGGGTGATCTGGCTGAGTATGAA  
21346 
              ||       |||||   || |||| || |   |||||    |  |||     | | | || 
Sbjct  21221  TGATGGGAGAATTTA--AAATTCT-GAGA---AATTTTAAAT--TCTAAA--AATTTTAA  
21270 
 
Query  21347  TTTCTGTTCACTTGCAATGGACAAGATGCCAGAGTTAAGT--TTAGTTGGCAGG---ATA  
21401 
               | ||  ||| ||| |||        |  || | ||  ||  |||| |   |     ||| 
Sbjct  21271  ATACT--TCAATTGAAATTCTTTTATTTTCAAAATTTTGTGTTTAGATAAAAAATAAATA  
21328 
 
Query  21402  AACTATCGCCTTCTTCACTACTTGGCTCCAAAGAGATCAGTTTTGAGCTCTCAGCAGTTG  
21461 
              || |||     |    |  |  ||  |  ||| | |  || | |||           ||| 
Sbjct  21329  AATTATGAGGGTGAAAAAAA--TGAATGAAAAAAAAGAAGATATGA-----------TTG  
21375 
 
Query  21462  TTGCTCTTCGTGATAA--ACATGAATCCATCTTAAAAGTAAAAGAAGCCCCAGTATCTGC  
21519 
               || | || || |||   || |   || ||  ||||| |      | ||  |    ||   
Sbjct  21376  GTG-TGTTAGTTATACGTACTTTCCTCGAT--TAAAATTCTCT--ATCCAAACACACTTT  
21430 
 
Query  21520  AAGCTCTAATGTTTC-AGGTGCAAATGTAAGAGCTGTTCTTGTCTGCACTCCTCTTGGTT  
21578 
              ||| | |  | |||| |  || | ||| ||| |  ||| || | |  |  | |  || |  
Sbjct  21431  AAGTTTTTTTTTTTCCATATGAATATG-AAGTGAAGTTATT-TATATAAACAT--TGTTG  
21486 
 
Query  21579  CTACTTCAGACAGCTTTTTCTGTGAGCTTTCCCCATCTT---CATTTGAACTCTGTGTGC  
21635 
              ||  | || |||  | |||   | |  ||   ||||      |||||  |   ||| |   
Sbjct  21487  CTTATACAAACAATTGTTTAA-TAATATTATACCATAAATAACATTTTTA---TGTATAA  
21542 
 
Query  21636  TACGTGATACCAAGTTCATATCTGAAACAGCAGGTGACAACTCCAGTCTGAGTTTATTCG  
21695 
              ||     ||  || || || |   |||  ||  |    |||   | | | |  |||||   
Sbjct  21543  TAAAATTTATAAAATTAATTT---AAAT-GCGCGCTTTAAC---AATATTA--TTATTTA  
21593 
388 
 
 
Query  21696  AA-AAATCTTGCCGGAAAACATTTCCAAATTCCATTCTAAAATTGCTATGATTGTCCACC  
21754 
              || |||| ||     ||||   ||  |||| | || | ||| |   || |||   ||||  
Sbjct  21594  AATAAATTTTTGTTTAAAATGCTT--AAAT-CTATACGAAATTA--TAAGAT---CCACA  
21645 
 
Query  21755  AAGCTACTTTCGGCAACTGGT-----TGCACGTGATCA--ACCTGAGGCAATCTC-CTTT  
21806 
              ||  ||   |   |||||        | |||    | |  | || ||   || |  | || 
Sbjct  21646  AAATTATAATAAACAACTATACATCATACACACTCTAATGAGCTTAGTTTATTTTTCGTT  
21705 
 
Query  21807  T-------CTTAT-ATG-----CAGA-TAAATCCATGGACTCAATTTTGCGTGAAAGATG  
21852 
              |       ||||| ||      || | |||| | ||  || ||| ||   ||    || | 
Sbjct  21706  TGAGAGGCCTTATTATTGATTTCAAACTAAAGCTATCAACGCAAGTTATTGTATTGGAAG  
21765 
 
Query  21853  TTCAACGAAAGTAGGATTCTGAAGAGCCTTCTCAAAG-AAGTTCAGCA--------AT--  
21901 
              |   |  |||  | ||  |  ||  |  ||  ||||  || |||| ||        ||   
Sbjct  21766  TAGGAAAAAAA-ATGA--CAAAAAGGAATTGACAAAACAAATTCAACATACCAAGAATCG  
21822 
 
Query  21902  -TGTTTC----TGCCTCTTGTCAACACCATCTAATC--GCTGCAGAAAAT--CTTCTAGC  
21952 
               ||||||    ||| | || | ||  ||  | ||||  |||   | ||||  | || ||  
Sbjct  21823  ATGTTTCATTCTGCAT-TTAT-AATGCCTACAAATCAAGCTATGGTAAATGGCATCAAGA  
21880 
 
Query  21953  TTAGGCTTTGCTGTTGACTGATGTTG--TTTGAAGTTACGAATATTGGATTCAAGAGAAT  
22010 
              || |  |  |  |   |||  | |||  | |  | ||| ||| |    ||  |||||||  
Sbjct  21881  TTTG--TAAGA-GAAAACT--TCTTGGCTCTATATTTAAGAACAAAAAATCTAAGAGAAA  
21935 
 
Query  22011  TTTTCTCACGGGAAAGTTTGTCTATT-TCTTCCTCAAATGCTGCCCTTTCTGGATCT-AC  
22068 
               |       ||||  |  ||   ||  ||   | |||  ||     | |||  || | || 
Sbjct  21936  AT-------GGGATTGAATGGAAATGATCGGTCGCAA--GCA----TATCTAAATTTGAC  
21982 
 
Query  22069  AAGAGAACC-TGGAGGA--TGACTATGACTGTG--GATAGGTTTCCTGCGATGTATATTC  
22123 
              | || | || |  | ||  |||| |  | |     ||||  | |  || ||  | | |   
Sbjct  21983  AGGAAATCCATAAATGACTTGACCACCATTAACAAGATAAATATTGTGTGAGATCTTTAA  
22042 
 
Query  22124  TTGAGAAGATGCTTCTGATCTTTCAGAAACTCATCATTAGCAAATTCCCATCGCTCTGGA  
22183 
                | ||||||  | | | | |  ||||     | | ||  ||| ||   ||| |       
Sbjct  22043  AAGTGAAGATTTTACGGGTTTAACAGATTAAAAACTTTTACAATTTAATATCAC------  
22096 
 
Query  22184  TGTATTTTTCTAAATCCCTGATAACAGAGCAATATCAATAGACAAAAACAAATAAAAC--  
22241 
389 
 
                 ||| || | ||  | |||  ||  |   ||    ||||  | |  | |      |   
Sbjct  22097  ---ATTCTTTTGAACACATGAACACTTATTGATG---ATAGTTACATTCCATGCTTGCTT  
22150 
 
Query  22242  ------CAAATAATGGTTTTATT--AAAT-GCTTGA---AAATATGTATTAAAGAAAAAA  
22289 
                    ||  | ||  |||| ||  |||| | |  |   | | || | | || ||| |   
Sbjct  22151  TCCTTGCACTTTATT-TTTTGTTGGAAATTGATCTACGGAGAGATCTTTCAAGGAACATT  
22209 
 
Query  22290  AATAAACGCCCACA--AAGA-ATAATTTATCTTT-CAAGCAATAAGATCTATAATTTTCT  
22345 
                  |  ||  |||  | || | ||   |   || ||| ||||||  | || || ||| | 
Sbjct  22210  GGCTATAGCTGACATGATGATAGAAGGAAAAATTACAAACAATAATTTATACAAATTT-T  
22268 
 
Query  22346  AAAATT--TACCATTAAATCCTTACAAGTATATACTCTTTACAAGAAAGAAACCCTCTGG  
22403 
              |   ||  ||| ||  ||     || ||||| |   |||    |||||  |   |   || 
Sbjct  22269  ATGTTTCATACAATAGAAGAA--ACCAGTATCTTGACTTCTTGAGAAATGAGGACAA-GG  
22325 
 
Query  22404  AAAGCAAAAGTAGGC--AGTGT-TTGAGTTGTGGGAA--AGTAATATTAAAGAACTGAAA  
22458 
              |  |||||| || ||  ||  | ||||  ||   |||  ||  || | | | || || || 
Sbjct  22326  A--GCAAAACTATGCTAAGAATCTTGA--TGGCTGAACCAGCCATTTCAGAAAA-TGTAA  
22380 
 
Query  22459  TTATGGTCAGAGTTTATAGTAAATGGAGAAATTTTGAGGACTAAAGTTCCAAGGCAACCC  
22518 
               ||    |   | || | | || || | |  | || |    |   |||             
Sbjct  22381  ATACAAGCTTCGATTCTCG-AATTGCATAGCTCTT-ATATGTCGCGTT------------  
22426 
 
Query  22519  ATGGATAAAAAAATA-----AACCAGTAACACAAAA-GTAATAT-TAGCCTCACACAAAT  
22571 
              ||  |||||  |||      ||   |||| |||| | ||  ||  |  | |   |  ||| 
Sbjct  22427  ATTTATAAATGAATTGTTGTAATTTGTAAAACAATATGTTTTACGTTTCGTGTGAAGAAT  
22486 
 
Query  22572  AGGG-ATCTAGGAAATAGGAAGTAACTCTAGCAAGAGCATCACACT----TTCTAGAGT-  
22625 
              |    || || |||    ||   || | |   ||||  || | |||    ||  |||    
Sbjct  22487  ATCACATTTATGAAT---GACTGAATTTTT--AAGACAATGAAACTGAAGTTAAAGAAAC  
22541 
 
Query  22626  -TTGATTGCACTCAAAGTCGAAATTCAATTCTGTCCATAAATAGTACAGAGCT-ATAGAA  
22683 
               |  ||| | || |||    ||||| ||| | ||    |||| ||| |||  | ||| || 
Sbjct  22542  ATAAATTACTCTAAAAA---AAATTAAATACAGTG---AAATTGTATAGATTTGATA-AA  
22594 
 
Query  22684  TATGCATGGGTCTCTTAA-AGTTAAAATGCAACCTGAATGGGCTTACACAGTAATCATAG  
22742 
              |||       | | |||| |||| | ||| |   ||  | |  |||   || ||     | 
Sbjct  22595  TAT-------TTTTTTAATAGTTGATATG-ATTTTGTTTTG--TTAGG-AGAAA-----G  
22638 
390 
 
 
Query  22743  CCAACAACATTTCCAAAGACAGAAAATTAAAGCCCAAATATCCTTTTATGACTAAATATC  
22802 
              | | ||   | | |    | ||  |  |  ||   |  |||  ||| ||   ||||| |  
Sbjct  22639  CTATCATTTTGTTCTCCTATAGTTATGTTTAGTA-AGTTAT--TTTAAT---TAAATTTT  
22692 
 
Query  22803  CATAA-AAGAAACTAAGGCATTCAACTACAAGCACAAAAATAGCAGCTTTCAAGAACAAG  
22861 
                ||  ||  ||   |   |||  ||||   |   | |||||     ||| |  ||     
Sbjct  22693  TTTATTAATTAAAAGATTTATTTGACTATTTG---ATAAATAATTTTTTTAAGTAATTTT  
22749 
 
Query  22862  CAATCAGTACCTCTGTGGTAGCATGAGCTTTGGTGACAATATTGGTTTATAGCAAGGGTT  
22921 
               |||  ||  ||||     || ||   ||||      | ||||  |||| |  |    || 
Sbjct  22750  TAAT--GTTTCTCT-----AGTAT---CTTTT-----AGTATTTTTTTAAAATA----TT  
22790 
 
Query  22922  GGGGAGCTCAAATAAGGTACATGAGGGAAGTATTGGGTGATTTAAAAGAAAATAATTTAG  
22981 
                  |  | ||||||  |   | |   |   |||   | ||||  ||     ||||||   
Sbjct  22791  ----ATTTAAAATAACATTTTTTAAACACTAATTTT-TAATTTTTAACCTTTTAATTTTA  
22845 
 
Query  22982  TTGCAAATA------AAAATAAATGT-CAATTTATG-AGAAAATTTGTTGAGTATCTTGG  
23033 
              ||     ||      ||||||  | | ||||||||  |  | |||| || |  || ||   
Sbjct  22846  TTCTCTTTATATCTTAAAATATTTATTCAATTTATTTATTACATTTTTTAA--ATGTTAC  
22903 
 
Query  23034  GCATATTATCTTAAGGAAAAGGGTTCCTAGTTGGCTACAGACACAAAAATGATCAA-GAG  
23092 
                |||| || |||          || ||| ||   | ||   ||||| ||  |||| ||  
Sbjct  22904  TTATATCATTTTATCT-------TTTCTAATTAATT-CA---ACAAATATTTTCAATGAA  
22952 
 
Query  23093  TG-TTAGAATGGCCTATT--TCAAGAATTCTAAAGGGGATTCAAGGGTTC---TTGGGTT  
23146 
                 ||| |||    ||    |||| | || | ||    |||||    |||   ||  | | 
Sbjct  22953  CACTTATAATTTAATAAAACTCAAAAGTTTTTAAAT--ATTCACT--TTCAACTTTTGAT  
23008 
 
Query  23147  TAACAAGAAATTACCAA--AATTTGTAATAGGATAATGGCAAGATG-GCCAAACCTTTAA  
23203 
              ||      |||||| ||  ||||| |       |||   | |  || |||||   ||||| 
Sbjct  23009  TAT-----AATTACTAACTAATTTTT-------TAA---CTATTTGAGCCAACTTTTTAA  
23053 
 
Query  23204  CTGAT---TTGAC-----CAAGAAACATGG--CTTTCATGAAGT-TGAAAGATGTGATAA  
23252 
              ||  |   || ||     |||  |||||    ||||| ||   | ||| | |   | ||| 
Sbjct  23054  CTTTTCAGTTTACTTTTGCAAATAACATATTTCTTTCCTGGCATATGACAAA---GCTAA  
23110 
 
Query  23253  TAACAA-----CTCCAGTATTAAGGAGACAGGATTTTTCAAAGGAATTTGTGATTGAATA  
23307 
391 
 
                ||||     ||  ||| || |   |     | ||   | ||||| |    ||| | || 
Sbjct  23111  --ACAATATTTCTTGAGTGTTTAATTGTTTTAAATTGAAATAGGAAGTGAGCATTTACTA  
23168 
 
Query  23308  -TGCCTTTTGGAGGGGCCTAGGGTTAGTGAATAGTGACAAAAACCCATCCA----AACCT  
23362 
               |  |||     |   | |    ||  |   |  |||   |||||  |  |    ||  | 
Sbjct  23169  ATATCTTAGCTCGAAACATCTCTTTCATCTTTGTTGAAGTAAACCTCTGTATGGTAAAAT  
23228 
 
Query  23363  GCTTACACGAAGGAACTAAT-----------AGGTTTGGCTTTAG-TTATCTAACATTGG  
23410 
                  |   ||| |||  |||           |||| | | || |  |||| |   | |   
Sbjct  23229  TAAGAGGAGAAAGAAA-AATGAAGTGGAGTAAGGTCTTGTTTGAAATTATTTTTTAATTT  
23287 
 
Query  23411  CAGC-CTTACCTTTTGGGGAGTCATTTTT-----TGGTCTATTGTAATTATAACCAAAGA  
23464 
              ||   |||   ||||    | | ||||||     || | |||| |||  ||||   || | 
Sbjct  23288  CAAAACTTG--TTTTCAATA-TAATTTTTAGCTTTGTTATATTTTAAAAATAAAATAAAA  
23344 
 
Query  23465  AGAAAGAATTGTTGCAGTAGTGAGTAACAACCCCAGATCAGTAGTGTTGTTGGTCGGTCA  
23524 
              ||||| |||  |||          ||| |  |  | || || | | || ||        | 
Sbjct  23345  AGAAAAAATATTTGT---------TAAAATTCAAAAAT-AG-ATTTTTTTTAAA-----A  
23388 
 
Query  23525  AAATGTT---AAGGTACCAGTTTGAGATGAGATACAAACTGGTTATGAGAATACAAAGTG  
23581 
              |||||||   ||  || |||  |  | | |  | ||   || |||||||   | ||| || 
Sbjct  23389  AAATGTTCATAAAATATCAGCATCTG-TCAATTGCA---TGTTTATGAGGTAAAAAATTG  
23444 
 
Query  23582  -TCTACT---GGAGCTCTTTTCCTTCCC---------TTTGCTAGTAATTAT-----GTC  
23623 
               | || |   | |  | |||    |||          |  |  ||||||| |     | | 
Sbjct  23445  CTTTATTTATGAAAATATTTAGGATCCAAAACAAGAGTAGGAAAGTAATTTTTAAAAGAC  
23504 
 
Query  23624  -TTTACTTCCAAATTCAGTTCATTTTTAATATCAGATT--AACACAAAAAGAACATTATA  
23680 
               |||  |||||    || | || || ||  | ||  ||  || | | |||   | | | | 
Sbjct  23505  ATTTTTTTCCAG---CACTGCAATTGTAGGAACAAGTTTTAAAATACAAATGCCTTGAAA  
23561 
 
Query  23681  GCCCTTATTGCAACCAAGAACTTAA-GGAAAATGCTATTATAAAATTGAGCATTTTCACC  
23739 
                | || |       || | ||||| |||||||  ||  |||||| | |  ||        
Sbjct  23562  ATCTTTCT-------AATA-CTTAATGGAAAATATTAA-ATAAAAATAAAAAT-------  
23605 
 
Query  23740  AATTGATCAAATAAAGTGCCAGGGAATATGTGCTTAGGACTGAAAATAAAGAACTGAGTG  
23799 
              ||      |||||||         ||||| |  |   |  | ||||      |||   |  
Sbjct  23606  AA------AAATAAA---------AATATTTAAT---GTTTTAAAA------ACT---TT  
23638 
392 
 
 
Query  23800  CAAAACATCAAGTGCATAAACACTCAACAGTTCAATAGCACAGCCCAAGAAGAGTATTTA  
23859 
               |||||||      || | ||  ||   | || |  ||   ||   | |||| | |||   
Sbjct  23639  AAAAACATT-----CAAATACTTTCTTTATTTAATAAGAGGAGG--ATGAAGGG-ATT--  
23688 
 
Query  23860  AGTATTATTAGGCATCTATTTTTTGTTAAGACCTACTAATAGACATACATGAACTGATAT  
23919 
              || ||||||   ||  | |||| | |||| |  || |||  || || ||| |||  || | 
Sbjct  23689  AGAATTATT---CAATTTTTTTATATTAAAA--TA-TAAC-GA-ATCCAT-AACAAATTT  
23739 
 
Query  23920  GCACCTCTGTCAGCCATCTTTTTCTGGATAAAGAAAAACAATTATGGTGGAGGAAGAAAG  
23979 
               ||     || ||   | | ||||   ||||| ||| ||   | |||  || | ||| || 
Sbjct  23740  ACA-----GT-AGTACTTTGTTTC---ATAAAAAAATACTGAT-TGGATGAAGCAGAGAG  
23789 
 
Query  23980  TTTAAAGGTAAA-GTAACAAATCCTATTCATGAAAACAACCGAAAATGC-TCTAGCATGA  
24037 
                 | ||| | | || |  ||      |||| |||    ||   ||| | | ||  || | 
Sbjct  23790  GAGAGAGGAAGATGTCAGTAAG-----TCAT-AAATGTGCCATTAATACATTTA--ATAA  
23841 
 
Query  24038  ATTTTTCAT----CATGTTTGGTAAT---TTATCATACAATATTCTCTAGTGCTCCTGGA  
24090 
               |||||  |    ||     |  ||    ||| |||  || |||  ||| | ||  |    
Sbjct  23842  CTTTTTTTTTTTACAAAAGGGAGAAAGGCTTA-CATTTAA-ATTG-CTATTACTTTTTTT  
23898 
 
Query  24091  ATTCCCAAC-GGTTTCAAAAACACAACAT---------TAAA-AAG-TGCCACTCTGTGA  
24138 
              |  |  ||  ||  | |||  | ||| ||         |||| ||| |   |   |  |  
Sbjct  23899  AAACGAAAAAGGGGTGAAACGCCCAAAATAAATCATCATAAATAAGATAATAAGATAAGG  
23958 
 
Query  24139  AACGACAATATAAG---AAA-ACCGC---CAAATTG-TCATGC-TAGTGACACCTGAAAC  
24189 
              || || || ||||    ||| |  |    |||||   |  ||| ||   |||  | |||  
Sbjct  23959  AAGGAGAAAATAAATTTAAATATTGATCACAAATAAATTTTGCATAAATACAAATAAAAT  
24018 
 
Query  24190  ATAAGCGGTATTAAAT-TCACTT--TTGGAGAACCAAG----GGAAAAGCATATATATGT  
24242 
              |||||   || ||||| ||  |   || | ||| |||     |||| |||| | || ||  
Sbjct  24019  ATAAGA--TAATAAATATCGATCAATTCGTGAAACAATTTGCGGAAGAGCAAA-ATTTGA  
24075 
 
Query  24243  TTTTAGAAACCGCTTTATACTTTTTACTATTAGCCGTTGACTGGTATTAAACTTATAAGA  
24302 
                  | ||| ||    | ||     |  ||| ||    || |  ||| ||||||   ||| 
Sbjct  24076  GAAAAAAAATCGAAGAA-AC-----AAAATTCGC----GA-TATTATAAAACTTTAGAGA  
24124 
 
Query  24303  AGAATCCAAAAAATAGAGAAAGAAAAATTATTATGAGATCTAATGATCT--ATATTGACG  
24360 
393 
 
                ||   |||||||  |    || |||| ||   |  || | || || |  || || | | 
Sbjct  24125  TAAA---AAAAAATTCAT---GATAAATAATACAGT-ATATTATAATTTTAATCTTTA-G  
24176 
 
Query  24361  TTTGTTATAGATACCAACCACTATTTTAAGATAGGTCAAGTATTAGTGTACAACAACCAT  
24420 
              ||| | ||| |     |  |  | || | ||||  | |  |||||   |   | | |  | 
Sbjct  24177  TTTTTAATACAACTGTAAAAAAAATTCATGATAAATAATATATTATAATTATA-ATCTTT  
24235 
 
Query  24421  CGCTTGCAGCCTACTA--TGATTGC---TAACATTGTAAGACTC-ATAAAAC-ACTTAAG  
24473 
               | ||  |    || |  |||   |   |||  | || | | |  || |||| | || |  
Sbjct  24236  AGTTTTAATTGAACCAAATGACATCATATAAGCTAGTGATATTTGATCAAACTAGTTTAT  
24295 
 
Query  24474  AA----TCGTA-TCTT---AATATTCTAATTCTAATAATTATTCAT--CATGCATA----  
24519 
              ||    || || ||||   || |  |   || |   | || | | |  |||| | |     
Sbjct  24296  AAACTCTCCTAGTCTTTCCAAAAAACACTTTGTTGAAGTTGTACTTTCCATGAAGAGCAT  
24355 
 
Query  24520  CCTTGTCAATAATAGAATAGCAGAATCCAGGATTA-AGAACCT-TTG-AACA-CATTTGG  
24575 
              ||||  |||   ||  ||| ||  | | |  |||| ||||  | ||| || | | ||| | 
Sbjct  24356  CCTTACCAAGT-TATTATA-CATTA-CTAACATTAGAGAATTTGTTGCAAGAACTTTTTG  
24412 
 
Query  24576  TGATTTG--GAAATTCATAA---GTATGTGCTATATATCAGGGAGTTGCAGAAGACTAAG  
24630 
              | | |    |||| |   ||   || ||    | || | || || | |||| | |||| | 
Sbjct  24413  TTAGTAACAGAAAGTGTAAACTGGTTTGGAGAAAATGTGAGAGA-TGGCAGGATACTATG  
24471 
 
Query  24631  AA-ACCTTCTCTGATGCAGGTCAA-GTCCTATACTACCAGATTCTTATTACC--TTCGGC  
24686 
              |  | ||  |  |||   ||  || ||  |||    |||| |    ||||||  |||    
Sbjct  24472  AGTAACTAGTTGGATT--GGAAAATGTTGTAT----CCAGCTGTAAATTACCCATTCCAT  
24525 
 
Query  24687  TGAGTGTCAT--AATTTTCTGGCGCTTGAGC-AAGGAATACCCCAAGGCACAGCATTCGA  
24743 
              | | ||  |   ||| |||   ||| ||||| ||   || |   || | |||   |   | 
Sbjct  24526  T-ATTGGAAGGAAATATTC---CGCATGAGCCAAACTATGCGAAAATG-ACATGGTGAAA  
24580 
 
Query  24744  TTTTTCTGATCACCTTCCTCGATGACGTCCGAGTCCAATTACCCCA-ATTCACAATCCAA  
24802 
               ||    ||| |   |    ||  | ||  |||  ||   |      ||||   ||| || 
Sbjct  24581  ATT----GATAAAGGTAAA-GAAAAAGTG-GAGCTCAGAAAGGTGTTATTCTTCATC-AA  
24633 
 
Query  24803  AAAGAAACCTATCTTTAAACCTTGTCGATCTCTTTAACCCTAAGTAACA---TATATCTT  
24859 
               ||||   |||| |  ||| |      | || | | ||  |  | |||    ||| | || 
Sbjct  24634  GAAGAG--CTATTTCCAAAGC------AACTATATTACT-TGTGCAACTCTTTATTTTTT  
24684 
394 
 
 
Query  24860  CAA-ATAGACT-CTATGAG-ATTCAAATTGAAGCTCTCTCTATCTCCCTATACATTTTTC  
24916 
                | ||| ||| |||| |  |||  | |||  |||  ||||   |   || | | |     
Sbjct  24685  GTACATATACTACTATTATTATT--ACTTGT-GCTA-CTCTGA-TAAATAGAAAGTAGAA  
24739 
 
Query  24917  TCCATCTCACATCATCATCATTCATCATACACATGCAACATTACAATTCAGCTCAGTGCC  
24976 
                ||    |  |  |  | ||| ||  |||  | |  |||| | | ||  | |  ||    
Sbjct  24740  AACAAAGAAG-TGGTATTGATTGATGTTACGTAAGTTACATAAAAGTTT-GATGCGTATT  
24797 
 
Query  24977  AAT--ATCCAACAACAACGATTACAAAAAATTAGTCAAATCCGGCGATCAACATTTTATT  
25034 
               ||  || ||  || ||  || | ||||| || |    ||      ||    ||||  |  
Sbjct  24798  GATTGATGCATTAATAAA-ATAAAAAAAAGTTTGATGCAT------ATTGTAATTTACTA  
24850 
 
Query  25035  GCAAAGGCACAATCAAT-ACATGCAAACAA---TTAAACG---GAAGAC-----ATAAAT  
25082 
               || || || || |  | | | |||| ||    ||| | |   | || |     ||  || 
Sbjct  24851  CCATAGTCATAAACTGTGATAGGCAAGCATGGCTTATATGATTGCAGCCTCTGCATTCAT  
24910 
 
Query  25083  CAGAA--GAACGAATT------------AGAATCCAATTAA------AACGAAGGAAGCG  
25122 
                 ||  |  | ||||            || ||   |||||      ||||  ||||    
Sbjct  24911  TCCAATGGCTCAAATTTTATAAGCTTATAGTATTTTATTAACTTTTTAACGTGGGAAAAA  
24970 
 
Query  25123  --CGCCAT-GAATC-------------CGA-AGGCGAAACAAAGGAATCGAAAAACTTAC  
25165 
                || ||| || ||             ||  | | ||  | |||||||| ||    || | 
Sbjct  24971  AACGGCATAGATTCTCCTTTTTGCATTCGCTATGTGATTCTAAGGAATCCAA----TTTC  
25026 
 
Query  25166  GTAGGTATTGAGCTGGCGGATGAAGCTGGAAAAG--TT--GTT------GTGC----TTG  
25211 
                 |  | ||   | | | |||||  |   ||||  ||  |||      ||||    ||| 
Sbjct  25027  AAGGAAAATG---TAGTGCATGAAAATAACAAAGAATTATGTTATTCATGTGCCATTTTG  
25083 
 
Query  25212  AAAT----AGGTCGGGAGAAGGAGGCGAGCGAACTCGGGAGGGTTCCACACGACGAAGCT  
25267 
              | ||    | |  |  |  || | | ||  ||| |    |    ||| |     |||  | 
Sbjct  25084  AGATGTACAAGATGAAAAGAGAAAGAGAATGAAATATTTA----TCCTCT----GAA--T  
25133 
 
Query  25268  GTTGTTGGTGGAGCTCCAAGAAACGATGTCGTTGG--TGGAGGCATCGTCCA--CCATCT  
25323 
               || ||||| ||     ||  ||| ||    ||||  || |||    | ||   |||| | 
Sbjct  25134  TTT-TTGGTTGAAAATGAA--AACAATTCATTTGGAGTGTAGGTTGTGGCCGATCCATTT  
25190 
 
Query  25324  CGTAGGTCTTGAGAAGGAACGGCGCCGGACCACCGGCGGATTGTGGCGCACC-GTCCATT  
25382 
395 
 
                 || || ||  ||  |  |   ||| |  |       |||||    | |  || | || 
Sbjct  25191  AC-AGATCATGCAAA--ACTGTAACCGTAA-ATTTCAAAATTGTCATACTCATGTACTTT  
25246 
 
Query  25383  T------------------CGG----AAT--GGAATTGAT-CTTTCCAGAACCTCAGAGA  
25417 
              |                  |||    |||  |||   ||| || | ||| ||| | |  | 
Sbjct  25247  TTTTTTTCTCTTTTGAGGGCGGTCCAAATAGGGACCAGATTCTCTGCAGCACC-CTGCAA  
25305 
 
Query  25418  GAGAGAGAGAATTGAGTAAAAGAAGAAAACCTGGAATTTGCAACTACGCTGACGCTATGC  
25477 
                   |   || ||   ||||      || ||| | |||  |  ||   | |   |||   
Sbjct  25306  TCCTTATCCAACTGTTCAAAATTTTTTAAGCTGTA-TTTCTATTTATTATTAAA-TATAA  
25363 
 
Query  25478  ACT---TTAGA--GAGAGAA---AAAGCGGT----TTTGTTT-GACTTCA--ACGTGGTC  
25522 
              | |   ||| |  || || |   ||| | |     ||| ||  || | ||  || |  || 
Sbjct  25364  ATTATTTTACATGGACAGGATCCAAATCAGACAACTTTCTTGAGATTACACAACCTC-TC  
25422 
 
Query  25523  TATACCGTAGCCTGC-TGC--AGGTTGTT------GGGGATTCCTACCCACCTTGAAAAA  
25573 
                |  | ||   |   |||  ||  | ||      ||  |||  | | |||   |      
Sbjct  25423  ATTTTCTTATTTTCTATGCTTAGAATTTTCTCACCGGCAATT--TTCTCACTCGGTGCCT  
25480 
 
Query  25574  TGGAATATATATTTTAAAATAAATAATT---ATTTTC----ATTTTTAAA-TATATGAAC  
25625 
              |||  ||| ||    | | ||| || ||   ||| |     ||||| ||| ||  ||||  
Sbjct  25481  TGGGCTAT-TAG---ACAGTAATTATTTGTGATTGTGGGTGATTTTAAAAGTAGTTGAAG  
25536 
 
Query  25626  GTT----------TAAAAAATTTATTCCTAAAAATAAAAATTTAAACTTTATTTCTCACA  
25675 
              |||          ||| |||| | | |   ||| ||||      || | | ||| | |   
Sbjct  25537  GTTAAATTAGGAATAATAAATGTGTACACGAAATTAAATGGGATAATTGTCTTTATTA--  
25594 
 
Query  25676  GGAAAAAATACAACAAAATTATCACCATTCACGAAATAACCTACATGACATATGGTCCTC  
25735 
                 | |  || || | ||| ||||  || ||   | |||| || ||      || | |   
Sbjct  25595  ---ATAGTTATAA-ATAATAATCAGTATCCAT--AGTAAC-TA-AT------TGTTGCA-  
25639 
 
Query  25736  CGGGAATAAAAATGTCTATTTATTTCTATTTTTATCTTTTTTTTTCCTCTCTCTCTCTAG  
25795 
                  | |||||||||      || || |     | ||  |     ||| | | |||  || 
Sbjct  25640  ----ATTAAAAATGTAGC---ATCTCAAACCGGAACTGATGGAAGCCT-TGTATCTGAAG  
25691 
 
Query  25796  TCGATTAGTACATTTAAACTCATACGTAAGGTTTTGTTTTGTTGAGTT---CAGGTA---  
25849 
                | ||   |||   |||  |||  | |   ||||| | | | ||| |   || ||     
Sbjct  25692  AGGGTTCC-ACACACAAAG-CATCAG-ACCCTTTTGATAT-TGGAGGTGGACACGTGGAC  
25747 
396 
 
 
Query  25850  ---AATAAAAATATGTAGCG-GGAGAAATATTTGATATTTTCA-TCAG--TTAT----AA  
25898 
                 || |||   ||| | |  |||   |||| ||||||   || | ||  ||||    || 
Sbjct  25748  CCCAACAAAGCAATGGATCCAGGACTCATATATGATATCACCACTGAGGATTATGTCCAA  
25807 
 
Query  25899  AACTTTT-TTACACCAACCATAGTTATACATTGAT-----------CTATGACC------  
25940 
                | | | || ||   | || |||  | |||  ||           ||| ||||       
Sbjct  25808  TTCCTATGTTCCATGGATCACAGTAGTGCATCCATTAGCAAAGTGACTAAGACCACCACA  
25867 
 
Query  25941  --TGGGAAAAAA--ATATG--CGGG---TGA---------TTTTTTTCTTATAAG-----  
25977 
                | | || |||  | ||   |  |   |||         ||  || | ||| ||      
Sbjct  25868  AGTTGTAAGAAAGGAAATCACCAAGCACTGAACCTCAACCTTCCTTCCATATCAGTGCCA  
25927 
 
Query  25978  AATAT----AGGGGT--AAATTTAAGCATGGGAGATTAG-GATTATGTTGTATAAAATTA  
26030 
              ||  |    |||| |  ||   |||   ||  |||  || ||  |   ||   || |||| 
Sbjct  25928  AACCTGAAGAGGGCTGCAACAGTAA---TG--AGAACAGTGACAAACGTGGGAAATATTA  
25982 
 
Query  26031  GCTGAAAACTAATAAATT--AGTTGGAAGTTAAAAAATTAATTTATTAAAATTAAGTGTG  
26088 
               ||| |  |||  ||  |  ||| | |||||  | |    ||     |||| | || ||  
Sbjct  25983  -CTGCAGTCTACAAAGCTCTAGT-GAAAGTTCCACATGGCAT-----AAAAGTTAGAGT-  
26034 
 
Query  26089  TGA---TAAAA-TTAGTTTTTGAAATAGTTAAAAAATATAAAATAACTTAAAAATAATAA  
26144 
              |||   | ||| || |  ||| ||    || | |  ||  ||    |||||   || |   
Sbjct  26035  TGAACCTCAAACTTTGAGTTTCAA----TTCAGATGTACGAATC--CTTAACTTTAGTGT  
26088 
 
Query  26145  AATAATGATTTGCTTAAAAAGGATAAATAATAAATTTGATAAATATATTAAAAATAAATA  
26204 
               |    | ||| ||       |  || | | |||||| ||  | ||  || ||||   |  
Sbjct  26089  CA----GTTTT-CT-------GTCAACTCAAAAATTTCATGGAGAT--TACAAATT--TG  
26132 
 
Query  26205  AAAAAAGAATATATGAAGAAATAAATAATATTTTAAAA-------AATATTACT-TGAAG  
26256 
                |    || ||  | | | ||    | ||||||   |       ||||   || ||| | 
Sbjct  26133  GGAGCCTAACAT--GGACAGATGGCAAGTATTTTGTGAGGACCCCAATAG--CTGTGAGG  
26188 
 
Query  26257  ----TAGTGTTTAAAAAAATGTTAA----AAATTATTTAAAAAACTT--CTTTATCAAAC  
26306 
                  || ||||| ||  |||  |||    |  |||| | || || |   ||| ||    | 
Sbjct  26189  ACCATACTGTTTGAATGAATAATAAGCGGATTTTATATGAAGAAATGAGCTTGATTGGTC  
26248 
 
Query  26307  AACTAAATA---AACTTTTCTGTTAATAAAAAAACTAAAAAT--CA-ATTCAAATATTTT  
26360 
397 
 
              ||| || ||   || || | ||||   |   | |||||| ||  || ||||   | |  | 
Sbjct  26249  AACAAACTATGTAAGTTCT-TGTTTGGAGTCATACTAAACATAGCATATTC---TTTGGT  
26304 
 
Query  26361  GACAA----------ACATAATTTAAG-AGTGCAAAAATGCTCA----CTAAGTTTGAA-  
26404 
              || ||          | ||  ||| || |  | |||  |  ||     ||   ||| |   
Sbjct  26305  GAGAACATGCAGCGTATATTCTTTGAGGAAAGAAAACTTTTTCTTTTTCTTTTTTTTACT  
26364 
 
Query  26405  GAGAAAGCAAGAAAAAGTAATTTTTGTAGCATTAAATTTAGAGGAGTTTCAAGAAAAT-A  
26463 
              ||| ||   ||||||  |  |||||      |||    | |||||     |||||||| | 
Sbjct  26365  GAGGAA---AGAAAACTTTTTTTTTTCTTTTTTACTGCTTGAGGA-----AAGAAAATTA  
26416 
 
Query  26464  TTTTTTAACACACTTGATTGTACTATTCATTA--AAAATTATAAAAGATATTTATTAATT  
26521 
               ||  |||     |  | | |||| ||||||   || |||| ||| |   ||| || ||| 
Sbjct  26417  ATTACTAA-----TGAAATATACTGTTCATTTTTAAGATTAAAAACG---TTTCTTGATT  
26468 
 
Query  26522  A-AAGTA-CGAGACCTT---CTAAGATTT-CAAATTTTCAAATAAATTTTAA--CATTTA  
26573 
                || || | | | |||   |||  |||| ||||     || ||  || ||   |||||  
Sbjct  26469  GCAACTAACAATAACTTAATCTATTATTTTCAAAGGAGAAAGTA--TTGTACTGCATTTT  
26526 
 
Query  26574  TAGAAGAAAGTATGTTCAAGATAACGTATTAATAAAATTTGGATGTTTTAAGATTTTTTT  
26633 
              |  || |   | | |||||  |    || |  | ||||||  |||  |||   |  |||| 
Sbjct  26527  TC-AATAT--TCTTTTCAACTTTGTTTAGT--TGAAATTTATATGAATTATACTAATTTT  
26581 
 
Query  26634  AGAAGTGGGTTTAATCTAGTGACCCTAGATAATATAGTATATTGAATAAGTTGTTGTTAT  
26693 
               |||  |  | | ||  | |||    ||| ||   |  ||||| || |||   |    || 
Sbjct  26582  GGAAC-GAATCTCATTAAATGAAGAAAGA-AACCCAC-ATATTTAACAAGACTTAA--AT  
26636 
 
Query  26694  TAACTATTATGGATATTTGAATGCACAAGTGTATTTGCAGAGTAAAATCTTTTACATCAT  
26753 
               || |||  | ||||    ||   | |||  ||| || | |  | ||| |   | | |   
Sbjct  26637  CAATTATGCTCGATA----AA---AAAAGAATATATGAA-ACAAGAATATCAAAGA-CTG  
26687 
 
Query  26754  TTGTAAAAGTCTTATTTGTATAATATATATATATATATATATAAAAATAAAGTTAATGAT  
26813 
              ||||   | | || ||| | |   | ||| | ||  |  || || ||||||   | || | 
Sbjct  26688  TTGTGTTAATATTTTTTCTTTTTAAAATACAGATGGAAGTACAAGAATAAAA--AGTGGT  
26745 
 
Query  26814  TCATGTTTTAAGATACTGAAAAAATTATTATTTA-ATTATT---ATTTTACTTAAAAAAC  
26869 
              |||  ||  | ||     | |||| |  | |||| || |||   | || |  |||| ||| 
Sbjct  26746  TCAACTTCCATGA-----ATAAAAATGGTCTTTACATGATTTGCACTTAATCTAAATAAC  
26800 
398 
 
 
Query  26870  TTAGGATGCATGATCTGCAAATCAC--ACACTCTCAAAAAAGAGATAATAATTATTAAAA  
26927 
                || |   |  || |  || |     | | | |||    ||   || ||||||||||   
Sbjct  26801  CAAGCACAAAATATATCAAACTTGTGTATATTTTCAGTTTAG---TATTAATTATTAATG  
26857 
 
Query  26928  AATTACAA--GTCTTAAAAGTTATTGTTA--ATGTAGT-ATTTAATACTTTCTCACACAT  
26982 
              | |  |||  |  || | | |||| |  |  ||  ||| | | |||  | | | | | || 
Sbjct  26858  ACTAGCAATAGAATTTAGATTTATAGAGACAATACAGTTAGTAAATTTTATTTTAGAAAT  
26917 
 
Query  26983  TTTAGTGT--TAGTTTAATTAATAAATAACATATTTTATTCACATAAATTTTTTATACGA  
27040 
              | |  |    || | |||| | ||||| || | |||| ||    || |||     | | | 
Sbjct  26918  TATTTTAAAATATTCTAATAATTAAATTAC-TCTTTTGTTTT--TACATTGCAAGTGCAA  
26974 
 
Query  27041  GACTTCCAATCATAAAGATTATGTTATTGTTATTTGTCAATTTCAGATGACTTA--ATAA  
27098 
              | | || |     ||| |  | | ||  | || |   ||||   |||| | ||   | || 
Sbjct  26975  G-CATCTACGTGCAAA-AGGAGGGTAC-GATACTCAACAAT---AGATAAATTTGCACAA  
27028 
 
Query  27099  AGTC-TCATTCTGATGGATATTTTGCGAATCCTTTTTT--TATAAAATCCTA------TA  
27149 
                || ||| |||  | | | || |     | |||||||  | || |  | ||      || 
Sbjct  27029  CATCATCAGTCT--TTGTTCTTCTTT---TTCTTTTTTACTTTAGATACGTAAGGCAGTA  
27083 
 
Query  27150  A--ACACCCAAATT-TTA----GACA-TAA---AATTTTCACATCCTAACACC--CATTT  
27196 
              |  |||  | |||| |||    |||| | |   || ||  | ||  ||| |    |  || 
Sbjct  27084  ACAACATACGAATTATTAAAAAGACAGTTAGCGAAGTTAAAAATTATAATAAATTCTGTT  
27143 
 
Query  27197  AACCACACGAGATTGCA--ACAAAGTTTTACACAATACAACATACTCTAA---AATCATG  
27251 
               ||  | ||   || |   |||| ||    |||||| |||  |    |||   | |  || 
Sbjct  27144  TACTTC-CG---TTCCTTTACAATGTAACTCACAAT-CAAGGT----TAATGGAGTTCTG  
27194 
 
Query  27252  TCCAAAACCTCTAAAAT-CACCGAG-CAA---------GAACCGA--TTACAA-ACT-CA  
27296 
              | | |  ||  ||  || |  | || |||         ||| | |  |||||  ||| || 
Sbjct  27195  TTCCATTCCCTTATTATTCTTCCAGACAAAAGATAAGAGAAACAAGCTTACATTACTACA  
27254 
 
Query  27297  ACTAGTCATAAACA--AAATAAAAAACT--GAAAATG--GAACAACAACAACA-GTCCCA  
27349 
              ||  || ||||  |  ||||||   ||   ||||||   ||  || ||  | | |   || 
Sbjct  27255  AC--GTTATAAGAAGCAAATAACCTACGAAGAAAATCAAGATAAATAAATAGATGGTACA  
27312 
 
Query  27350  AAATCG------TT----TATC--------TGATTCATTACCATCAAACAAATTAAATTA  
27391 
399 
 
              || | |      ||    ||||        | ||||||| | ||||||  | | |  ||  
Sbjct  27313  AATTTGCATGTGTTCGGATATCCATCGACATCATTCATTTCGATCAAA--ATTCACGTT-  
27369 
 
Query  27392  AGATTGGAGAAAAAA--AATAATTAATATATTAATATAC--CTTAAAGTGGTCGGGATTA  
27447 
                 ||||| | ||||  |||  ||  |   || | |||   | |   ||||    ||  | 
Sbjct  27370  ---TTGGACATAAAAGCAATTCTTCGTCGCTTCAGATAATGCGTGTCGTGGAGCAGAGGA  
27426 
 
Query  27448  TTC-----CTTAAAAGTT-AAAATTGTTATTGTAGTAGGCCAAAATC-ACCGATCATCAA  
27500 
              | |     | || | |   |||||| |  ||| || | | ||    | |  || || ||| 
Sbjct  27427  TGCAAAACCATACATGCAGAAAATTATGCTTGCAGAATGACACTTACGATGGAGCACCAA  
27486 
 
Query  27501  TCTATCATA-AATTCAGTTAG---TCACAAAATA----------GATAATATGAG-ATGA  
27545 
                ||| |   || || || |    |||| |||||          | | |  |||| |  | 
Sbjct  27487  GATATGAGGCAAGTC-GTAAAATATCACTAAATATTCCACCAGCGGTGACTTGAGCACCA  
27545 
 
Query  27546  G----TGAC---------ATC-GCGT-TG-TCTTTAAA-----GACTTATAAACG---TA  
27581 
              |    || |         ||| | |  || || ||| |     |  || |||| |   || 
Sbjct  27546  GCTCCTGGCCCACGAACTATCAGAGGCTGATCCTTATACCTTCGTGTTGTAAATGCAATA  
27605 
 
Query  27582  GTGC-ATAAGTCCTTTAGAATTTAACAAA----TCCTCCGAAAACTTGTCAAGACAACAA  
27636 
               ||  ||  | ||   | ||||   ||||    |  |||     |||||     |  ||  
Sbjct  27606  ATGTTATCTGACCCAGACAATTGCGCAAAGGGATGATCCTT---CTTGTATCTTCG-CAG  
27661 
 
Query  27637  AACTAACAAATTTTTTGTAT--GTAAAATCCTGGAATTCAATGGG----AAGACCGA-AG  
27689 
                ||| ||    |||| |||  || |  |||   | | ||| |      ||||||   || 
Sbjct  27662  CTCTACCACTCCTTTTTTATTAGTCACGTCCACCACTCCAACGTATCTCAAGACCTTCAG  
27721 
 
Query  27690  AGGG-AGAGA-AACTGAAAT---AGAGGTTTA-GGAAGAAAGTGTTGAACAATTGTTAGA  
27743 
              || | | | | |||   |||   |||| | |  |||||| |    |||| |||   ||   
Sbjct  27722  AGTGCAAATATAAC---AATCTCAGAGTTGTGTGGAAGACA----TGAAAAATA--TACG  
27772 
 
Query  27744  GAAGGTTAATT-AGAAAAAAAAATATATA-ATGGAATTTTAA-ATGTAAAA-----GTTG  
27795 
               |   |||||  | |  | || ||| ||| |||  |  | |  ||| ||||     |||  
Sbjct  27773  TAT--TTAATGGACATGATAATATACATATATGAGACGTCATCATGAAAAATATACGTTT  
27830 
 
Query  27796  GAA--GT---GGATACATTAAG-ATTTTTCTAGAAAGATTAAATAAAAAATCATATTTTT  
27849 
                |  ||   ||| |||   || |     | ||  | |   || | ||| ||| ||| |  
Sbjct  27831  ATATAGTCCAGGACACAAACAGGAGACCACAAGGCAAACCCAACATAAA-TCA-ATTGT-  
27887 
400 
 
 
Query  27850  CATATAAATATGATTTAAAAATAA--TTAATAAG---ATTTAA-TATTTTAAAATGTCTA  
27903 
              ||||    | | | || |||  ||  || ||| |   |||||  ||  || |||| | || 
Sbjct  27888  CATAC---TTTTACTTGAAATCAAGGTTTATATGGAAATTTAGGTAACTTGAAATATATA  
27944 
 
Query  27904  ACAAATGCCACAACATTATCACGAAAATATACAATAAACTAGGAAGTTGGCTCATGCTCC  
27963 
              | ||    |  || ||| | |      ||| |||  ||||  || |||      || |   
Sbjct  27945  ATAACCAACTGAAGATT-TGA------TATGCAA--AACTTTGATGTTT-----TGGT--  
27988 
 
Query  27964  ATGCAACTAGAGAGATAAAAGAAAAAAAAAGATAAATGAAAAATATTGTTTAAAAATTCT  
28023 
              |||  |  ||     |  ||  | ||||    ||    |        || | |||||    
Sbjct  27989  ATGTCATCAG-----TCTAATCAGAAAATTCCTAGCCCACCTGCTGCGTCTCAAAAT---  
28040 
 
Query  28024  ATAAAATTTTACTATATTTATATTATCATATTATCTTTAAATTTAAAGTAAAT---TAAA  
28080 
                  || |   |||||| | | |  ||||    | |  | | ||||| |||||   |||  
Sbjct  28041  ----AAGTACGCTATATGTTTGTG-TCATGCACTATGCAGAATTAAAATAAATATATAAC  
28095 
 
Query  28081  ATATTTGTATATATTAATTTG------ATTTATTAAAAATATATGCTAGAGTGATTTAAT  
28134 
              | | |         |||||||      |||| || |   | | | ||    || ||| |  
Sbjct  28096  AAACTAAGGGTGCCTAATTTGTAAGGAATTTTTTTA---TTT-TCCTTTTCTGTTTTCAC  
28151 
 
Query  28135  TTAAATAATTATAGTTATCTGGTATATTTATAGGATTTAA---AAAAATGATATTTTTTT  
28191 
              | |||  ||||||   |  ||     |||  |  |||  |   | | |||| | |    | 
Sbjct  28152  TAAAA--ATTATA---AAATGCCCCCTTTTCAACATTACATGTACATATGAAAATAAAGT  
28206 
 
Query  28192  ATC--TTTAAACAATTTGTTTAGAATAAAAAAAAA---TA---TTTTC-ATGAGACACAA  
28242 
              | |  |||    ||||||| | |||  |||| |||   ||   | ||| |||     ||  
Sbjct  28207  AGCAGTTTTTTTAATTTGTATGGAAACAAAACAAACCCTAAGATATTCTATG-----CAT  
28261 
 
Query  28243  AAATTATG----TTTTAAGTCTTTAAATTTAATTTGTTTTTATTATAT----TTG--TCA  
28292 
               |||||||    | | |||   ||   |  || |   |||||||| ||    ||   ||| 
Sbjct  28262  GAATTATGCATGTATGAAGCAGTTGG-TAGAACTA--TTTTATTAGATAGAGTTCACTCA  
28318 
 
Query  28293  TTTTTTTATTATTTTTAACCTCAT-TCGTTAATTA-TGA------GA--AATTTTTGTTA  
28342 
               ||    |  ||| | | | || | | |||  ||  |||      ||  || ||||| || 
Sbjct  28319  CTTCCCCAGCATTCTCAGCATCTTCTTGTTTCTTTGTGAACTCCTGATCAAATTTTGGTA  
28378 
 
Query  28343  ATAAATTTAATAAAAAAATTTATTTAGGAAATAAGAAACAAAGGAA----AAAAGATATA  
28398 
401 
 
                   ||  |||||    |    | | | |  |     || || |     |||| || || 
Sbjct  28379  GCTC-TTGCATAAACTCCTGAGCTGATGCACAAGCCTGCACAGAATCATCAAAACATCTA  
28437 
 
Query  28399  TTTAAATAGTGATATAATTTTTTTTGTCAAAAGTTATATATTTTCTAGATTTACTTAATA  
28458 
              | | |||    | ||| |   |  |   |||| | | |      ||  ||  | | |||  
Sbjct  28438  TGTCAATCA--AAATACTGCATACT---AAAACTAAAAA-----CTGCAT--AATCAATG  
28485 
 
Query  28459  AAACTTTAAATTTTAATT-TAGT--TTATTGAAATTTAATATAAAC---AATTTTACATA  
28512 
               || ||    | ||| |  ||||  || | | |      | | |||   ||| ||| | | 
Sbjct  28486  GAAGTTGGT-TCTTACTCGTAGTGGTTCTGGCACAAGGCTTTCAACTGGAATATTAGACA  
28544 
 
Query  28513  CATATA-CTCTAAAACAG--TCATTTGAATGAAGAATGGAGTTAAAAG--AAATCAATAA  
28567 
                | || || |||| | |  ||  | | | |||  ||    |  | ||  ||| ||     
Sbjct  28545  GTTCTAGCTTTAAACCCGACTCCCTAGCAAGAATTATAACCTGTAGAGGCAAAGCAGCTT  
28604 
 
Query  28568  CAATATTTTAGAAGAAAAAAAAGA--AAATTCAT-ATGTTTAT-ACAACTGAAACGAAAA  
28623 
              ||  || | | || | |||  |||  | ||  |  |||  ||| | |||   |||||| | 
Sbjct  28605  CAGGATGTCA-AATATAAACCAGATTACATGAAGCATGAATATGATAACATGAACGAAGA  
28663 
 
Query  28624  ATGA-AGTAAACT---CCTTCATGTT---ATT-GTAACTGAGGACACTCTCTC-TGCCAC  
28674 
               ||| | |    |   ||| || |||   ||| ||  | ||  |||  |   | | |||  
Sbjct  28664  TTGACATTGTGATTAGCCTACACGTTCCAATTAGTTGCAGAA-ACAAGCAAGCCTTCCAA  
28722 
 
Query  28675  GTACTCTTAAATTTAATTCACATTTCATTGATCGTCTTACACACGTGGGGATTATTTCAG  
28734 
               || |   ||    ||  || |   ||||     || |||  | ||||||   | | ||  
Sbjct  28723  TTAGTTACAACAACAAC-CAAA---CATTT----TCCTACTAA-GTGGGGTCAACTGCAT  
28773 
 
Query  28735  TGGCGTGAAACTTCCAGAAGAACTCAA-AGTCACTCCTCTTCTGCTTGCCCTCTTTCGCT  
28793 
                   || |  || || || || | || |   | | || | |   |     | |||   | 
Sbjct  28774  A----TGTA--TTTCACAATAAATAAATAAAAAATACT-TACCAATA----TATTTA--T  
28820 
 
Query  28794  TCCTGCAAATCTTTCTGAGGTACGTTCTTTCACGTGGGGATTAAATATTTCAAG-TTTAC  
28852 
              |        | |||||     || ||  || |       ||| || |||   |  ||| | 
Sbjct  28821  T--------TATTTCT-----ACATT--TTAA-------ATTTAAAATTAGGACATTTGC  
28858 
 
Query  28853  T--ACTTTGATTTTCGTTTT---ATCTTAG-----TATTTGTTTTCTCTCTACCTATCTT  
28902 
              |  ||    ||| | || ||   | |  ||     ||||  |  | |   ||  ||| || 
Sbjct  28859  TCAACACAAATTGT-GTATTGGCACCAAAGAGGACTATTGATAATATTAATAA-TAT-TT  
28915 
402 
 
 
Query  28903  CAGAATCGAGTCACAG--ACTAGAGCTAAATCAGCATAGAGGTACGCGTCATTGGTTTTT  
28960 
              ||  || | || | ||  || | ||  ||||    |||    ||  |  | || | |||  
Sbjct  28916  CA--ATTGTGT-ATAGGCACAAAAGAGAAATATTAATAATATTAT-CAACTTTTGATTTG  
28971 
 
Query  28961  TGCCCTAATTTTATTTATATGGTTGAATGCTTT----ATCTTAGGGTTTTATTCAAAATT  
29016 
              ||      |||||  || ||  |  ||||||||    |||  |       ||| |||||  
Sbjct  28972  TGT-----TTTTAAATA-AT--TAAAATGCTTTCAGCATCCCAACC----ATTAAAAATA  
29019 
 
Query  29017  AGTGTCACATATTT-CATGTA---AAAT--TCAATCAAGTCTGGTTTAGGAG-TGT---T  
29066 
                  ||| || |   |||| |   ||||  || || |   | || |  | || |||   | 
Sbjct  29020  ----TCAAATTTGAGCATGAATCAAAATACTCGATAA---CCGGATAGGTAGATGTAGAT  
29072 
 
Query  29067  CCTATCTACTTTTT---CATGAAC-AACTATAGGCTGACCAGTG--------AATTAAGC  
29114 
              |  || ||  || |   ||  ||| || |  | |||    | ||        ||| || | 
Sbjct  29073  CAAATTTAAATTCTAGCCAGAAACCAAATTCAAGCTTCAAAATGTTTGATCAAATCAATC  
29132 
 
Query  29115  -CATTCGTTTTGTTTTTCATAGTTTGTGACTAAGACTTTCTCTTCCCCTCATTCATGGCT  
29173 
               ||  | | |   | ||  || |||| ||   || ||||    ||   | | | |  ||  
Sbjct  29133  TCAAACATCTAAATATT--TAATTTG-GATATAGTCTTTTAGATCATTTAAATTACAGCC  
29189 
 
Query  29174  TCGTGCCCTAGCCT---CGTAAT-GTTATTTA---TATG---GCTGAATGCTGTGGCTT-  
29222 
              |  |     | |||   || ||| |  ||| |   ||||   || | ||   |   |||  
Sbjct  29190  TACTCATAAATCCTAAACGAAATTGAAATTCAAAATATGTATGCAGCATAAAGGAACTTT  
29249 
 
Query  29223  ---AGGGTTTT-CTTCAAAATTAGTTTAACATTT----TTTTATGTGAAATTTCAACCAA  
29274 
                 |   |||  |   |||||| | | ||||| |    | ||||   ||||| | |||   
Sbjct  29250  ATTAACATTTGACAATAAAATTTGGTAAACATATACCATATTAT---AAATT-CTACCTT  
29305 
 
Query  29275  GTCAAGCCGTAGTGTGTTCTGTTCTGCTCAGTGATCAAAGATCTGCATCA--ATAGC--G  
29330 
               ||  ||   | | |||||    | | |||    ||   ||||||  |||  ||| |  | 
Sbjct  29306  -TCTGGCAACA-TCTGTTCCAGACAGATCATC--TCTTGGATCTGGCTCAGTATAACCTG  
29361 
 
Query  29331  CA--CTTT-----AGCAGCG----CA----AAGC--GGCCA-CTGTAAAGTT-TTGAATA  
29371 
              |   ||||     || | |     ||    ||||  ||||| || ||||||| || |||| 
Sbjct  29362  CTTCCTTTGCTTCAGAAACTACCTCACTAAAAGCCCGGCCATCTTTAAAGTTATTAAATA  
29421 
 
Query  29372  ACGGTGTAGTGGCTGCAA-TC--ACGGCCATAAT-AGTGGCTCTA-TC--GGTGATAAGT  
29424 
403 
 
                  ||||    ||  || ||  || || | | | || |||  |  ||  |||||   || 
Sbjct  29422  ----TGTAA---CTCAAAGTCCCACTGC-AGAGTCAGAGGCAATGCTCATGGTGAATGGT  
29473 
 
Query  29425  GGCGCTAGATTGAGGCTTCTTTGAAAACCCATTTTCCCCCTCAAAACAGCATGGTTTTTG  
29484 
               | | |  ||  |   | | |  | || |  |  |   |||||||| | |||  |  ||  
Sbjct  29474  TGAGATTAATGAATAATCCCTATATAATCATTAATAATCCTCAAAATAACATTCTAATTA  
29533 
 
Query  29485  GGTTGGGTGTGTGGTCTTAGTGCACAGTTGAGATATTCCTCCCCTTTTTAAGAATTTGAA  
29544 
                |||  |        ||||     | | |  | ||| ||      |  |  |||  ||  
Sbjct  29534  TTTTGTCT--------TTAG-----AATGGGAAAATTGCTAGAGGGTGGACAAATGAGA-  
29579 
 
Query  29545  AATCCCTAATTGGATCTAGTTTCTCTCGCTTTTGTCTACTGTGTGACACTCACTATTT--  
29602 
                   || |  | |   || |   ||     |||   || |||| | |  ||| | ||   
Sbjct  29580  -----CTGAACGCA---AGAT---CTGAGAATTG---ACAGTGTCAAAA-CACAAATTAA  
29624 
 
Query  29603  GACTAACTTCCGTGCATATCCGGCAGTATTTCTGGCAACACTCA-----CCTTCCAT---  
29654 
              ||| ||     |   ||| |   ||  |      ||||  || |     ||||| ||    
Sbjct  29625  GACAAAAAAGAGAA-ATAACA--CATCAAA----GCAAACCTAAAGATGCCTTCGATTTG  
29677 
 
Query  29655  ----ATTTT-TCTCC--TTTGAACTCTGA-ACCTCTGTTCTTTTCTCTGTGCAACACCCA  
29706 
                  ||||| |||||  ||| ||    |  || |    |  |  |  | || || |||   
Sbjct  29678  TAATATTTTGTCTCCAGTTTCAAGGAGGCCACGTAAAGTGCTAACAAT-TGGAAGACCAG  
29736 
 
Query  29707  CCCTCACTGTTTATTGAATGTTTAAGATGCTTTGTATCTGAAATTTGAAATATGAACGTG  
29766 
              | |  || |||                 ||||  ||   | ||| || | || ||   || 
Sbjct  29737  CTCCGACAGTT-----------------GCTTCATAGAAGTAATGTGTA-TAGGAT--TG  
29776 
 
Query  29767  CCTTTGAATTTTGTTTGTTTTCTTGACTTGTATTGTTATTTACTTG-TATTTTATGTTTT  
29825 
              ||||||||        |   |||| ||||  | |       ||| | |||     |  |  
Sbjct  29777  CCTTTGAA--------GAGCTCTTAACTTCAAAT-------ACTGGATATAGAGAGCATA  
29821 
 
Query  29826  GCTT---AAAATCTATGACCTTT-TATTA--TTGATGAACATGTCATGAATGT----TGA  
29875 
              | |    |||| ||   || ||  || ||  | ||  |    || |  ||  |    ||| 
Sbjct  29822  GATGGGAAAAAGCTCCAACATTAGTAGTAAGTAGACTAGAGAGTAACCAACATAGCATGA  
29881 
 
Query  29876  GTATTTATCATAGTGCCAATCTCGCTATGAA-CTATACTGCCATAGCATTTTTGGGGTAG  
29934 
              ||| | | || ||   ||| || |||  ||| ||  | |   | ||  |||      ||  
Sbjct  29882  GTACT-AGCA-AGCAACAA-CT-GCT--GAAGCTTAAATAAAACAG--TTTCAAAATTAT  
29933 
404 
 
 
Query  29935  GCCAC-TATGGATTGCTGCCTGAGATTGATAACTATGCTTACT-TCATAA--CTTGTACC  
29990 
              |  |  |||  |||    | ||   || | || ||    | || ||| ||  | || ||| 
Sbjct  29934  GAAAAATATT-ATTAAAACATGTC-TTCA-AAGTACTTGTTCTATCAGAAAGCATGAACC  
29990 
 
Query  29991  AAATAATATG  30000 
               ||    |   
Sbjct  29991  CAAAGCCAAC  30000 
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Query  30001  TACCATTTATATT--GCTTGGGAGAATGTATGGAAATTG-ACTCTTTGATGCCATGTTTT  
30057 
                | | |  | ||  || |   ||  | ||||  ||    |   ||||||   |  | || 
Sbjct  30001  ACCTACTGTTGTTCAGCGTTCCAG--TTTATGCTAACCATAAAGTTTGATCGTAGATGTT  
30058 
 
Query  30058  CCT---TGAACAGATACAAAAATGCCAAAAGTAAAGACAAATCGTGTTAAATACCCAGAG  
30114 
                |   | |||  ||  || |   |     |||||  |||       |||||  ||| |  
Sbjct  30059  AATAACTAAACT-ATGAAACATCACTTGGTGTAAAAGCAA-------TAAATTTCCAAAT  
30110 
 
Query  30115  GGCTGGGAAT-TAATTGAGCCTACACTCCGTGAACTTCAAGCAAAGATGAGGGAAGGTTG  
30173 
               |||   ||| |||| ||    | |     |||    ||||  || | |  | | |  || 
Sbjct  30111  TGCTA--AATATAATGGA----AGA-----TGA----CAAGAGAACAAGTAGCA-GACTG  
30154 
 
Query  30174  GAAATTTACATCATGTT-----CTTAGTAGGTTTTATTATGTTCTTTCTGAAATCAATGA  
30228 
              |   || |||||| ||      |||| ||  | | | |   | |||| |  | ||  | | 
Sbjct  30155  G---TTGACATCAAGTGACAAGCTTA-TACTTATAAATCATTCCTTTTT--ATTC--TCA  
30206 
 
Query  30229  AATGAATAGTTTTATATCCTTTATGTGGCAGC-TGAGAATGATCCGCATGATGGCAAAAG  
30287 
               || |||  ||| |  ||||  ||    |||| |||||    |||   || | | | ||  
Sbjct  30207  GATTAATTATTTGAATTCCTC-ATTCCTCAGCATGAGA----TCC---TGTTAGAACAAT  
30258 
407 
 
 
Query  30288  AAAATGTGAGACCTTATGGCCTATATTTAAGATTGCACACC-----AGA-AGAGCCGCTA  
30341 
                  ||||  || |  |   | | | || ||  || ||  |     ||| ||||  |  | 
Sbjct  30259  ----TGTGCCAC-TAGTCAAC-AGAGTTCAG--TGAACCTCGGTTTAGAGAGAGA-GTAA  
30309 
 
Query  30342  CATATTTGATCTATACCATCGGAGGAAGGAAATT-TCTAAA---GAACTGTATGAATTCT  
30397 
              || |   ||   | |      |||  || ||||| | ||||   ||| || ||| |||   
Sbjct  30310  CAGA---GA---AAA------GAGTGAGAAAATTGTTTAAAACTGAAATG-ATGCATTGA  
30356 
 
Query  30398  GTTTAGATCAAGGATATGCTGACCGCAATCTAATTGCAAAATGGA----AGAAGGTACCT  
30453 
              ||    || ||   |||     ||  | |||   || | | || |    ||   |  | | 
Sbjct  30357  GTC---ATTAATTTTATTGGTTCCATAGTCT---TGTATAGTGAACTTTAGCTTGCGCTT  
30410 
 
Query  30454  GAA--ATTAGTTCTTTTATTTT--ATTTTTTTAAAACTGGTTTTCTTTTTCTATTGCTTT  
30509 
               ||  |  ||  |  | | |||  | |||     |||||  |  |    |     |  |  
Sbjct  30411  CAATAACCAGC-CGATCACTTTGAAATTTAGCCTAACTGAATACCACGCT-----GAGTC  
30464 
 
Query  30510  TTACATAGGAGGAAATTCATTAAAGAGATAAGAGAAGCACAACTAGGAGGAGGATAAGAA  
30569 
              | ||  ||    || | ||    || || |   |  | | |||| |  ||| ||||| |  
Sbjct  30465  TGACTCAGCT--AACTACAGGTTAGTGACA---GCTGTATAACT-GCTGGACGATAAAAT  
30518 
 
Query  30570  ATCTGCTA--GTTACC------------AAAAAAATAAAAGAAATTCTCCAA--AACAAA  
30613 
                | | ||  |||||             |||||||| | ||  | |||   |  | |||| 
Sbjct  30519  TACAGTTACAGTTACTCTTGCTGATAAAAAAAAAATTACAGTTACTCTAGTACTAGCAAA  
30578 
 
Query  30614  TAAGACTAATGCAATAAAATGAGCCAAAAGCTGGTTGAAAGGTC-TATTATGAATTTGCA  
30672 
              || ||    ||||| | |  || | || |  |  |  |||| |  |||| ||| |||  | 
Sbjct  30579  TATGATAGCTGCAAAACA--GA-CAAAGAAAT--TCAAAAGATGATATTTTGATTTTAAA  
30633 
 
Query  30673  ACAAACCATTTGCATTAACCATGTTAAGTACCACTGTCCTAACCAAGGACTTGGCTTTTG  
30732 
              | | |  |   | |  ||  ||    || ||  ||| ||     | ||   |||  | || 
Sbjct  30634  AAAGAAAAGA-GAAAAAAAAAT----AG-ACAGCTG-CCAGTGGATGG---TGG--TATG  
30681 
 
Query  30733  AAG-AGATGTTTGAATTTTAAAATGGATTAATCAAGTAGAAACCTAGGTTAGGCGTGTGT  
30791 
              ||| | ||| | ||| |  ||    || |||  |||  ||   |||    |    |   | 
Sbjct  30682  AAGTAAATGATAGAAAT--AA----GAGTAA--AAGCTGA---CTATCCAAAC--TCCCT  
30728 
 
Query  30792  ATGAAATTGATAGAAAGCTTTACAGGAGAAAATACTGGAAGAGTCCATGATCCAAACTCT  
30851 
408 
 
              |  | |||||||           | | ||  ||       | ||  ||  |||   | || 
Sbjct  30729  A--ATATTGATA-----------ATGTGATGAT-------GTGT--ATTCTCCTTTC-CT  
30765 
 
Query  30852  TCTAACTAACTTAGT---TGGGGGAGAAAGAGACTCAAGTAAAAGTGTAAAAGCAAAAGG  
30908 
              | ||| | | ||| |   |     | ||| | ||  ||  ||     |||||   ||    
Sbjct  30766  T-TAAATGAATTATTCTTTAATTTATAAAAAAACAAAACAAA-----TAAAA---AATTA  
30816 
 
Query  30909  GATTGTAGTTCACT--ATATTACCCATATTAAAATATCCAAGTAAATTACAGTCCCTTTG  
30966 
              ||   ||  ||| |  | ||||    | ||  ||| ||||  |  |    ||| |  ||| 
Sbjct  30817  GAAAATAAATCAATCCAAATTAATG-TCTTGGAATTTCCATTTTCAACCGAGTAC--TTG  
30873 
 
Query  30967  TAAATAATGATCTTAGATTCTTAGCCTTAGATTAGAAATGGCTAATGAGCAAACTTCACA  
31026 
               | | ||  |    || ||  |||  | |      ||||  |||   ||||   || | | 
Sbjct  30874  CAGAAAAAAAC---AGGTTTGTAGTATCA------AAATC-CTAC--AGCA---TTGATA  
30918 
 
Query  31027  A-AGTAGATAGTTGAAACATGCAGGAAAAGTCTCTGAA--AAAGGAGCACTCCCTATCTA  
31083 
              | |  |||||  | || ||  || ||| |   | |  |  ||| || || |    || || 
Sbjct  30919  ATACGAGATAAGTCAA-CAAACACGAACATGTTATCCATCAAAAGAACAGTATGGAT-TA  
30976 
 
Query  31084  AGCTTCCTCTCCAAAGTTGACAAGGATT--CCATCACCCAAACAATAG--ACATGTATTC  
31139 
                 | |||   ||| || | |  | |||  || ||     |  | ||   |||||||||| 
Sbjct  30977  CTTTACCTGATCAA-GTGGTCCTGAATTTGCCTTCTTGTTAGGAGTAACTACATGTATTC  
31035 
 
Query  31140  CT----GCAAAAAAACCTTCCAATCCCAA--AATCTAATA-TGAGCAGTGTTGCTCACTT  
31192 
              ||    ||||  || | |   |||  | |  |||   | | | ||| |||  |  ||||  
Sbjct  31036  CTTTGCGCAACCAATCATAGTAATAGCCAGCAATGACAGAGTCAGCTGTGCAGTCCACTA  
31095 
 
Query  31193  GGTTAGCATGCCACCTGTTCTG------ATGGGTT----GTACTTGCT---CTTAGTCTT  
31239 
                     |||||   ||||  |      |||  ||    |||| || |   |  | | || 
Sbjct  31096  -------ATGCCG--TGTTTGGTATAAAATGATTTCCATGTACATGTTGAACAAATTTTT  
31146 
 
Query  31240  ATATACTTGGTGAGTTGG-----TGCCTCTTGGCATTAGTCTCCAAAGGAAAGTGCCAAA  
31294 
                ||| || |  | ||       | ||||| |   ||  ||||||      ||   | || 
Sbjct  31147  CCATA-TTAGCCACTTCTCCTCTTTCCTCTCGAAGTTC-TCTCCATCT---AG---CTAA  
31198 
 
Query  31295  GTCATTTAACCTCTGAAAGGAATGTTTGTGTGTTAAGATGCCAAATTACCAACCCCTAAT  
31354 
              |||| |   || ||| |||||    |  | |  ||  |||   | | | |||     ||  
Sbjct  31199  GTCAATG--CCCCTGCAAGGAGAAATAATATTATATAATG---ATTGAACAA-----AAA  
31248 
409 
 
 
Query  31355  CCCCCTTCATTTTAGGCC-TATGAAGAACCTCTCAAGTCC--CAACTAATAAAATG--TT  
31409 
              ||  ||||| |   |  | ||| |  || |||  ||  ||  ||| | |||  |||  || 
Sbjct  31249  CCAACTTCAATAATGCACATATAACCAAGCTCATAAAACCAACAAATCATAGGATGAATT  
31308 
 
Query  31410  CTCTTCTCTGTTTTCCCACAGCCGATCCATGTTTGTATCATTGGGTCACTCT--------  
31461 
               | ||   ||| |   ||     || |  ||| |  | || ||  |  ||||         
Sbjct  31309  TTGTTGA-TGTATCTTCAT----GACCACTGTATTAACCAATGAATTCCTCTTGCCAACA  
31363 
 
Query  31462  ---GAACT-CACA-TTGTGTGATATTCAGTACTGTTGAA----ATTAGGAAGTATGTTAT  
31512 
                 ||||| || | ||||  |  |   ||   |||  ||    | ||||||||     |  
Sbjct  31364  GATGAACTTCAAAATTGTAAGCAAGAGAGAGTTGTCAAACCAAAGTAGGAAGTCCAAAAA  
31423 
 
Query  31513  TTCTATACTCATATTT-GTGCCTT--CTCCGAGATGTTA------ATTG------TTGTA  
31557 
              |     || |||||   |   |    |||| | | |  |      ||||      || |  
Sbjct  31424  TC----ACCCATATCAAGAAACACGGCTCCCAAAAGCAATCAGGTATTGCCTACATTTTG  
31479 
 
Query  31558  AGGTTATTGTTACTTGGT-AGCAAAAAATGTTAA------------AAAAATAGTGTCGT  
31604 
              ||   ||| |  || ||  | | ||  | ||||             |||||||   || | 
Sbjct  31480  AGTCCATTCTATCTAGGAGACCCAATCACGTTACTATGGCTTACTTAAAAATATAATCTT  
31539 
 
Query  31605  TTTACTTTCACCAAGATTTTATTTCATTTGTGCATTCTATGTGTAGTTTTCTTGGATTTT  
31664 
                  |||||| | | ||   | | |||   || ||  |||    |    |   |  ||   
Sbjct  31540  ----CTTTCATCCAAATAACAATACATAAATG-ATA-TATAATAAACAATAAAGCTTTCC  
31593 
 
Query  31665  GAGTACTTAAATCATTATGTTTTTGGTCTGAATTGCAGCCTGGTTATGAACGTCTTTGCT  
31724 
               |  |  ||||     | |  |   || | || || || ||| ||    || |    |   
Sbjct  31594  AAAAAGGTAAA-----AAGACTGAAGTGTAAAATGAAGTCTGCTTTCTCACATAAAAGGG  
31648 
 
Query  31725  GCCTGAGGTGCATGCAGCCACGTGATCACAATTTTGCCACCACTTG-TGTTTG---CAGA  
31780 
                || |     || ||  || |  | |  |||| |    | |   | | |||    |||| 
Sbjct  31649  CTCTAATAGTTATACAAGCAAGAAAGCCTAATTATCATTCGAAGAGATATTTCAGTCAGA  
31708 
 
Query  31781  GTACCCAAGCAACTTAGGGAGGA----GAAGGTCATAGAGTGTGTTCACTGTGGATGCAA  
31836 
              ||    |  |||||||   |  |    ||||  ||| || | ||  |   ||  ||||   
Sbjct  31709  GTG---ATTCAACTTACACATCACTAAGAAG--CATTGACTTTGAACCAAGT--ATGCCC  
31761 
 
Query  31837  GGGTTGTGCAAGCGGGGACTAATTGAATATCGATTCTAGTTTTAG--TTG---CC---AA  
31888 
410 
 
                 ||   || ||       ||| ||   |  |||||  ||||||  |||   ||   |  
Sbjct  31762  A--TTA--CACGCA------AATCGATGTTGAATTCTTCTTTTAGGGTTGAGGCCTGCAT  
31811 
 
Query  31889  TGGAAGGTTTCTTA---GAATT----ACTTTCTTTG-TGCTTTTAGCTTAATGTTGTC--  
31938 
              |  |||  || | |   |||||    || |  ||   | |   ||  ||||  |  |    
Sbjct  31812  TAAAAGAATTGTCATGTGAATTTGCCACATATTTCAATTCCAGTATGTTAACATGATAAA  
31871 
 
Query  31939  -TGAA---ACCCTCACCATGGGACACCACTTCTCCAGGTTGTATTACTG---TCTACTAA  
31991 
               ||||   ||||| || || | | | ||      ||  ||  |  || |   | ||  || 
Sbjct  31872  ATGAAGTTACCCT-ACTATAGCATAACAGGAA--CATATTTAAACACGGAAATGTA--AA  
31926 
 
Query  31992  ATGAGTGCTATATATTGGGAACATTGGTTACA----TATTAGGGTGT-------GTTTGG  
32040 
              |||  ||| |      |||| ||     || |    ||||     ||       ||  |  
Sbjct  31927  ATGCTTGCCA------GGGATCAAATCATAAAGAAATATTTACCAGTCAAAAAAGTCAGA  
31980 
 
Query  32041  TTTGCATTTTCATTTTCTGTTTTCATTTTCTGAAAACTGTTTTT---ATTTTCAAAATAT  
32097 
                || |  | |||   |  | || |  ||  || || |   |     || |  ||||||| 
Sbjct  31981  AATGGAGATGCATAA-CAATGTTAAAGTTA-GACAAGTAAATACCCCATAT--AAAATAT  
32036 
 
Query  32098  TTA----AATTCTGAAAACATGTTTGGTTTGATTTCTTGTTTTCTGTT-----TTCATGA  
32148 
              |||    ||||||  | | | |   || |  || |   ||||||||||     || |||| 
Sbjct  32037  TTACTAGAATTCTAGAGAGA-GAGAGGCTGAATCT---GTTTTCTGTTATTGATTGATGA  
32092 
 
Query  32149  AA----TAAAAATA-CTGA---AAATTTA---TGATATATT-GACTTA--TTGTCTTTTT  
32194 
              |     ||  | || ||||   ||  | |   | ||||| | || |||  ||||| |    
Sbjct  32093  ATCACTTATTACTATCTGATGGAAGATGAGTTTTATATAATAGAGTTACCTTGTCCT---  
32149 
 
Query  32195  GTATTTTTAGATTTG---CTTAAAA---CTACATTTATTGTCAC---CGCAATTTCATTT  
32245 
              | |   ||| | | |   ||| |     |||||  ||||   ||   |  || |||| || 
Sbjct  32150  GCAAGCTTACAATAGAAACTTCAGCTGCCTACAGCTATTAAGACTAACTAAACTTCAGTT  
32209 
 
Query  32246  TAACCAAAATGAGGTTTCTGTTCTCAACTGAAAATTCTGAAAACGAAAATTTTTTGTTTT  
32305 
               | |||| || |   || |||| |  |||   | ||           || |  | ||||  
Sbjct  32210  AAGCCAATATTAA--TTGTGTTTT--ACT---ATTT-----------AAGTCCTAGTTTA  
32251 
 
Query  32306  CATTTTCTAGTTGTTTACTGTTTTCATTTTTACTGAAAATGTTTTCAGAAATCAAACCAA  
32365 
              || |||||  |   ||  | ||| ||||   |||     |||||   |||| ||| |  | 
Sbjct  32252  CAATTTCTCCTATATTTTTATTTCCATT---ACT-----TGTTTC--GAAAGCAATC--A  
32299 
411 
 
 
Query  32366  ACACATTTTCATCACCGTTTTCTATTTTCAGTGAAAATGAAAACAG--AAAACAACCAAA  
32423 
               |  | |||  || |  | ||||  | | | ||| || |||    |  | | | ||   | 
Sbjct  32300  TCTGAATTT--TCTCTATCTTCTTGTATAA-TGATAA-GAACCTTGGGAGATCTACACCA  
32355 
 
Query  32424  CTAAACACTCCCTTAGTTATCTGCCTAGTTCAAA-ATCTAACGGGAGCTT-TGTACCTT-  
32480 
              | ||| |||     ||| || ||  |||||   | | | ||  ||| ||| |  | | |  
Sbjct  32356  CAAAA-ACT-----AGTCAT-TG--TAGTTTGGAGAGCCAA--GGACCTTATACATCCTA  
32404 
 
Query  32481  ---TTCATTGATTAGCCTAATATGGTGTACTTTTGCTCTATACTTCAAAGCTTTAATGCT  
32537 
                 ||||    | || || |  |    ||| || ||  |    | | ||  ||  ||  | 
Sbjct  32405  AACTTCAAATGTGAGACTCAAGTCTCATACCTT-GCAATTGGATCCTAACATTCCATCTT  
32463 
 
Query  32538  GCTTTG--GTTAAG-----ATTGGAGCCAAGCTGGACAAACTCCAAAGTTTTTATTTTTT  
32590 
              ||||||  |  | |     |   |||| | ||||  ||  ||   ||   ||||  |  | 
Sbjct  32464  GCTTTGCAGCCACGGGCCCACACGAGC-AGGCTGTGCA--CT---AACCCTTTAACTAGT  
32517 
 
Query  32591  ATTTTTTAAAGAGATCAATTTTGTGAGGGGAACATTGTAAAAGTCAAAGCATTATTCTGA  
32650 
                     ||| |   ||||   |  ||   | ||      | | |    ||||  |     
Sbjct  32518  CCCAAGCAAAAACTACAAT---GCCAGC--ATCACCACCCATGCCGCT-CATTTGTAGTT  
32571 
 
Query  32651  GATAAATATATTTTTATGTCATTCTCCCAGTCAAATCATTT-GAGGAGTAAATCTTTAAA  
32709 
              || ||| | | |     |  | | ||    | | |||| || ||  ||  || |||  || 
Sbjct  32572  GAGAAACACAGT-----GGAAATATC----TGATATCAATTAGATAAG--AACCTTGGAA  
32620 
 
Query  32710  TA-CAACA-AATGAAAATAACTGATGATAT----AGACGGTGAAGTGTTTCCTTGAATAA  
32763 
               | | ||| ||  ||||  | | ||| ||     ||||    ||||  |   |  ||  | 
Sbjct  32621  GAACCACACAACAAAAAGTAGTCATGGTAGTTGGAGACCCCAAAGTCGTATATATAAACA  
32680 
 
Query  32764  TTTTAATAG--TGGGATAATTGTTGAACCTTTGTTTTGTTAAACAAGTTTGGAGTGTTGT  
32821 
               |  | |||  ||  | | ||      ||  |||  ||     ||  |||    | |  | 
Sbjct  32681  CTACACTAGAATGTCACACTT------CCAATGTGGTGG----CACCTTT----TTTACT  
32726 
 
Query  32822  TTCAACTTAAGATTAAGAATTTGCTTGTTTTGGAGTCAATTTATTTAGAGCAGTTCTTGA  
32881 
              | ||  || | |  || || |   || ||||| |   ||| |||||  | ||||     | 
Sbjct  32727  TACA--TTGACA--AACAAATAAATTCTTTTGAA---AATGTATTTTAATCAGT-----A  
32774 
 
Query  32882  AAACAATTTTTTAAAATATAATCTTTCAAAATGTGATTAGAAGGAGATATCTGTTTCATA  
32941 
412 
 
              ||||| ||    |||   |     ||||| ||      ||||  |  ||||||||   || 
Sbjct  32775  AAACAGTTAC--AAATGGTGCAGCTTCAACATAA----AGAA--AATTATCTGTTAT-TA  
32825 
 
Query  32942  TAGTAA--TTAATTAT--ATTTTGAAGAAT-ATT--CTTGAAAAC--ATTCTGAT---GA  
32989 
               | |||  || ||| |  | ||  | | || |||  |||||| |   ||| | |    || 
Sbjct  32826  AAATAAACTTTATTCTTCAATTATAGGCATTATTTCCTTGAAGAGGAATTTTAAATTAGA  
32885 
 
Query  32990  AAAAT-GTGATTACCGAGTAAACTAAATGTGGATCAAATGGGGGAAAATTTGCTCTCAAG  
33048 
              ||||| || | |  |    | || ||   || || | |   || |||||   | | |||  
Sbjct  32886  AAAATAGTTAATTTC----ACACCAAGGATG-ATGACA---GGCAAAATACACAC-CAAA  
32936 
 
Query  33049  TGCTAGAAAAGAGCCGAAGCCATCAAATAGAGGATTGTTCA---ATTTAAATTTATAGGA  
33105 
                 || ||||| |   || |||  |||||    ||| ||||   ||  |||     | |  
Sbjct  32937  ACATAAAAAAG-GTAAAA-CCA--AAATA----ATTATTCAGGCATACAAA-----AAGT  
32983 
 
Query  33106  GTAGGGGGACAAAAGAAAATATTAGGGGAACCAATTAAGAGAAGCTACGCTCTAG-ATTG  
33164 
              ||       | | ||||| |   |   || ||  |||      |||  |||| || | || 
Sbjct  32984  GT-------CTACAGAAACTGC-ACCTGATCCC-TTA------GCT--GCTCAAGTAGTG  
33026 
 
Query  33165  TTTTACTGAA-AATC-AGG----ATATTGCT-AGTGCCCTATAGTG-TGATTGATCCATA  
33216 
              |  | |  |  |||| |||    ||| |||  | |||  ||| ||| |  ||||   ||| 
Sbjct  33027  TGCTCCCAATTAATCCAGGTCCAATAATGCCCATTGC--TATGGTGGTTCTTGAGAGATA  
33084 
 
Query  33217  TAGACAATCATCC-CACCTAGTAGAGTAAGACTTGATTGTTTTACAAAAATCATTACCTC  
33275 
               |  |    ||   || || |||    ||| ||| ||      ||||   || |  | |  
Sbjct  33085  AAATCTGGAATGGACAGCTCGTA----AAGCCTTTAT------ACAATCCTC-TCGCTTA  
33133 
 
Query  33276  TCA-CATCTTGTACTGTTC-ACTAAGAATCAATATA----TAAGGCA-GTCCATTTAAAT  
33328 
               || || |  ||| | ||  ||| |||| |||  |     ||  ||| |  |||||| || 
Sbjct  33134  ACAACAACA-GTAATATTGTACTCAGAA-CAACCTTGGGCTATAGCACGGACATTTATAT  
33191 
 
Query  33329  GCTAAACCAGTGTCATGGTCAAGGATACTGCTCCTTGGCACATGCAAACCATTTTTAGCT  
33388 
                        || | || | | | | ||   |  |||  ||||  |||| |     ||   
Sbjct  33192  ----------TGGCCTGTTTATGAAAACAAGT--TTGA-ACATA-AAACAAGCAAAAGAA  
33237 
 
Query  33389  T-TACATTAAA-GCAAGAATATGAAGCATTAAGCATTAGGCTGCAACCCAATAAAATTTA  
33446 
              | ||||  | | |||| ||| |  | | | ||||| ||  ||  |||   ||||  |||  
Sbjct  33238  TATACAAAATACGCAAAAATCTCTAACCT-AAGCAATAT-CTTAAAC---ATAA--TTTC  
33290 
413 
 
 
Query  33447  CAAA--TTACCCTCACTTAATATGACAAGTG---CCC-AACATATTGAATATTTTAAATT  
33500 
              | ||  ||| ||  | |  || ||| ||| |   | | ||||    || |  ||   ||| 
Sbjct  33291  CTAACCTTAGCC--AATGCAT-TGAAAAGGGAGGCACTAACACCAGGAGTGCTTGCCATT  
33347 
 
Query  33501  AT--GGACAAAAGAA-CTAGA-TGACAGAACTTTCAA-GAAGACAAAATCACAACTTCAC  
33555 
               |  || |||  | | | ||| ||  | || ||  || ||   |||  | | |  |  |  
Sbjct  33348  TTCTGGCCAACTGCAGCCAGAATGCTACAATTTGGAATGACTGCAACCTGAGAGATG-AT  
33406 
 
Query  33556  TCTATCACT---AAACCATACCATTCGACAGAATCAGCA--TTTACATCTCAAAACC---  
33607 
              || || |||   || ||| |  |    | | ||| |  |  |||| || | || | |    
Sbjct  33407  TC-ATAACTTAGAATCCAAAAAAGGTAATAAAATAACAAGCTTTAAATTTTAACATCATT  
33465 
 
Query  33608  CAGTAACCGATCTAATGAACATCATTGCTTGATGTGGAAGCCATCTAGTCGCTCCCATAA  
33667 
              |||| ||  | |||||  | | ||            ||||  ||              || 
Sbjct  33466  CAGTCACATA-CTAATTTAAA-CA------------GAAGAAATG-------------AA  
33498 
 
Query  33668  AACATTCAGCTGAGAGTCTGTGTCTTACCCGTTTAATGATAACCTAGTCTGAAACATAGA  
33727 
              |  |||| |||   |    || ||| ||    || |||||||  ||  |  |||||   | 
Sbjct  33499  ATTATTCGGCTCTCAA---GTTTCT-AC----TTCATGATAA--TAAAC--AAACA---A  
33543 
 
Query  33728  AAGAAATGACAAGAAAAGAAAAGTGAAATATAACTTAACAGATAAATATTCATTCAAAAT  
33787 
              |||||||   ||| | | |||  |||     ||   |  |||  || |  || || |  | 
Sbjct  33544  AAGAAAT---AAGCACATAAAC-TGATGGGAAAAAAAGAAGAGGAAGAAGCACTCCA--T  
33597 
 
Query  33788  TTCAAACGAACAACTTATGATGCTAAAAAATTTGAATTACAAAAAACAAGCTGAGCAGAT  
33847 
              ||  |||  ||||||| | | |   ||  || |    ||  |  || |  ||  |||  | 
Sbjct  33598  TT--AAC--ACAACTT-TCACGTCCAACTATCT----TATGAGGAAGAGACTATGCATTT  
33648 
 
Query  33848  A-TTGCAAAGAAAAAATGTTTGACTAACCTTCTATGATCCAT-CGCTGAACTATTT-GCG  
33904 
                ||   |  |  ||||         || || | ||   ||| | | |||| |    | | 
Sbjct  33649  CCTTTTGATTATCAAAT---------ACATTAT-TGCCACATTCACAGAACAAAAAAGTG  
33698 
 
Query  33905  G--TCTTCCTCGCACATAAGTTATAACAAAATGAGTGCATAGAGTGATTTCAATCTGCAA  
33962 
              |  | | ||| |   |||  ||||       ||| |  |||   |||   ||  ||   | 
Sbjct  33699  GCATATCCCTAGTTAATATTTTAT-------TGAATT-ATATCATGAA--CATCCTTACA  
33748 
 
Query  33963  ACCAAGAACCATGAAGTCAAACTGTTATTTTAAATGGGGGGAAAACTGTCAAAAGTAAAA  
34022 
414 
 
                |||||| ||  ||  |||            ||| || | | || | ||||| |||| | 
Sbjct  33749  TTCAAGAATCA--AATACAAC-----------AATTGGTGAACAAAT-TCAAAGGTAACA  
33794 
 
Query  34023  AAAAAAAATGTTTGCAGAAAGGACAGCAAGCAT----CCATA-AATTAGATCTTAGATTT  
34077 
                 |||  | ||||  || | |  ||||| |||    | ||| ||||  | | | || || 
Sbjct  33795  CCCAAA--TTTTTGT-GATAAGCGAGCAAACATAACTCAATACAATTCAACCAT-GACTT  
33850 
 
Query  34078  TCGTCTCCTAACAGG--TAATAAA-TATGGA---AAAAAAATTCCCATCACAAAC---AA  
34128 
                     ||| ||||  ||||  | ||| |    |  || | ||    | | | |   || 
Sbjct  33851  -------CTA-CAGGCATAATGCACTATTGTTCCAGGAAGACTCAAGGCTCGAGCCTTAA  
33902 
 
Query  34129  TGAACTAGGA-GAGAAAA-----GGAGTACAGTGCAGAAGGATC--AGGAATCCT----C  
34176 
              ||   | ||| ||    |     |||  ||  |  |||||   |  | | |||||    | 
Sbjct  33903  TGTTATTGGATGACTTCATCTTTGGA--ACTTTAAAGAAGTTCCCAATGGATCCTTGTGC  
33960 
 
Query  34177  CTAAAACAGAAAAGTAAAATACACAAG----AAAGGAAACAA----AATATAAAATAACA  
34228 
               | | |    | |||||  | |   |     | |  || | |    || | | ||||    
Sbjct  33961  TTGACATTTTATAGTAA--TCCTTGATTTTTATATTAATCTAGTGCAAGAAATAATAGTC  
34018 
 
Query  34229  TTAGCTCCAAAGA--GCTATC--CATGATAAAAGGAAGCT---ACTGAACGCTAGCTCAT  
34281 
              ||||  ||||     | ||||  ||| |   | |   |||   ||||  |  ||| |||| 
Sbjct  34019  TTAGTCCCAACTGTTGATATCTGCATCACTGATGTTTGCTTCCACTGTTC--TAGATCAT  
34076 
 
Query  34282  GCTACAGTATTTTTGAGTGA---GGAGTTTCCATGA-------AACACAAA-ATTCTTGG  
34330 
                ||    ||| || ||||    | || || |||         ||| | || || |     
Sbjct  34077  AATA----ATTATTAAGTGGACTGTAGCTTGCATATTTCTTTTAACCCTAATATGCACTT  
34132 
 
Query  34331  GTGTTCCACAAAAGTTCCCCTTCTACACGGTATATCATAGAC---CAGAA-GATGAGATC  
34386 
               |  |  |  ||| ||        | | |  |  | | | ||   || || || || |   
Sbjct  34133  ATTATTAATTAAAATTA-------AGAGGAAAATTAAAACACTTTCACAATGAAGACAAA  
34185 
 
Query  34387  TTTTCCATTTAACCTAATGAGGTACACGTTCATAGTTGAAATT--TATTAATTTTAATAC  
34444 
              || |  |   ||  ||||     |||| ||||   || | | |  ||  ||  |||| |  
Sbjct  34186  TTGTATAGAAAAGATAATACA--ACAC-TTCAGTCTTTATACTCTTAAAAAAATTAAGAG  
34242 
 
Query  34445  C-TGTAGC--TGGAAAAAGGATTAAGTTCTAAAAGCAGC-TTATGGTCTTAT--TAAATG  
34498 
              | || | |  |||     | ||| || |||  || ||   ||   | |  |   |||| | 
Sbjct  34243  CATGGAACCATGGTTTT-GAATTGAGGTCTGCAACCACAATTGCAGCCGCAACATAAAAG  
34301 
415 
 
 
Query  34499  CTTTTACATAAATGGAATCCATTT---GAC---AAATGTATAAAAC---TAAGC----AA  
34545 
               ||||  |   |||  | |||  |   |||   || || |  |  |   | |||    || 
Sbjct  34302  TTTTTTGACTCATGACAGCCACATCGTGACCACAATTGCAGCAGCCACATCAGCCCGCAA  
34361 
 
Query  34546  --TAAGCAATTACATGATTTCTTGTGTATATTGAATTTAC--CC-----TGGCAG--AAT  
34594 
                |||  ||| |||      ||   | |  |  |||||||  ||     |||||   ||  
Sbjct  34362  CATAAAAAATCACAACGAAACT---GCAACTGCAATTTACAACCATGCATGGCACTCAAA  
34418 
 
Query  34595  TTATGCTGTCAATTATCATTTACTAGCAATATTGATTGGCTTATCC-----CTAATGCAA  
34649 
              |  | |   || || |||  | |    ||| | || ||    |||      || ||   | 
Sbjct  34419  TATTTCATCCAGTTTTCAAATCCACAAAATGTAGAATGATAAATCTTCAGTCTGATATCA  
34478 
 
Query  34650  CTT----GCTTCATTATTAAACTTACTTGAAGGCAAATATACATAAG----TAAAA-AAT  
34700 
              ||     |  |||    | |||  | |||||   ||| || |||  |    || || ||| 
Sbjct  34479  CTAAAGAGAGTCAAGTCTTAAC--AATTGAACAGAAACATGCATTTGGTTTTAGAAGAAT  
34536 
 
Query  34701  T--ACTCAGTTCC--ATAAAAATGCA-AGGATACA--GC---ACAATTTCTAAATTGTAT  
34750 
              |  | | ||  ||  | ||| | ||  |  || ||  ||   || |  |||| |||| |  
Sbjct  34537  TGGATTTAGCACCTGAGAAAGACGCCCATTATCCAAAGCTTGACGAAATCTAGATTGCA-  
34595 
 
Query  34751  ATAGGTCTATTTTTTTAAGCTA----TTTTAATAACTTGA-GGTTATATCAAAATAAATG  
34805 
              ||   ||          ||| |    ||||| |   ||   ||  | | ||||        
Sbjct  34596  ATGCCTC----------AGCAACAGCTTTTACTTCTTTCTCGGGCACAGCAAA-------  
34638 
 
Query  34806  TGCAAGCAGATGTGAAAATACTTACC-AC-TAAAAA-TGTCAAGGAACAATTCTATTCAC  
34862 
               |||  ||||      | ||||  || || |||| | ||| || ||  ||| | |||    
Sbjct  34639  -GCATACAGAATGCTCACTACTAGCCTACATAAATACTGTTAATGATTAATGCCATTT--  
34695 
 
Query  34863  AGCTTA-AGCTGATTGGTGGAG--CTAAGAAAGATTTATA-----TCTAAGACCCCCTTA  
34914 
                |||| |  | |  | ||||   ||| |||| ||| | |     | ||||  | ||| | 
Sbjct  34696  --CTTATATATCAGCG-TGGACAACTA-GAAAAATTGAAAAAAGTTATAAGTGCACCTGA  
34751 
 
Query  34915  AAA--CA-GAGCTTTTTGAGCTTGAAGTGTGGACAATGCACAAACC----CACTT----T  
34963 
               |   || ||     || ||||  ||        | ||||| ||      ||||     | 
Sbjct  34752  GATATCATGATAACATT-AGCTCCAACATCTTTTACTGCACCAAAAATAGCACTGGCAGT  
34810 
 
Query  34964  ACCTTGGGCTCAA---ATATAAGTTAATTATGAAGAAGAGAAGCAACAAGGATCAATCTC  
35020 
416 
 
              |||| |  | | |   ||   ||||     || | ||   ||||| ||| ||  ||| |  
Sbjct  34811  ACCTGGAACACCAGCCATTCCAGTTC----TGCAAAA---AAGCATCAAAGAAAAATTTA  
34863 
 
Query  35021  ATAATTTCTTAAAGGTTGTGA--TACCAT--GTTAAGGACCAACTCTCCTAATCACATA-  
35075 
               |    |||  ||  | |  |  ||  ||  ||||| ||  | ||     ||| | |||  
Sbjct  34864  TTGGAATCTACAACTTGGACAATTAATATTGGTTAAAGAAAACCTTA---AATTAAATAG  
34920 
 
Query  35076  -AATTGTCAGGTGGAAGCACTTGAATGGTAATGATTTTATATATTTAACA-AATGGTAAG  
35133 
               |||  ||  ||| | |||    ||||  ||  |||  ||  || ||||| ||  | ||  
Sbjct  34921  AAATCCTC--GTGCA-GCAAAA-AATGCCAACTATTC-ATC-ATGTAACACAACTGCAAT  
34974 
 
Query  35134  TTCTGA---AGCCTATGCCAGTTCTCT----CTATGGGGTCCTATAGGATTGTGGAACAT  
35186 
              |  |||   | ||   | | |||  |     | | |  ||| ||| |  |||   | | | 
Sbjct  34975  TCATGACTCACCCCTCGAC-GTTTACAAGTGCCAAGTTGTC-TATGG--TTGCAAATCCT  
35030 
 
Query  35187  G-GATGAA---TTG-AGAGTCAGG--ATTTGAATAAATGTCTAAGTGAAACTCTTGGCAT  
35239 
                ||  ||   ||| ||  || ||  || |  || |   | |||  |||     |||||  
Sbjct  35031  TTGACAAAATTTTGCAGGTTCTGGCTATCTTCATGATCAT-TAACAGAAGGA--TGGCAG  
35087 
 
Query  35240  TTGCTATCTTTTTGGAAAAAAAAATTCTCGAATTCTGGTGTCTCCTT--CATTA---GTA  
35294 
               | || | ||   |||  | |||  | |  || | |      |||||  ||| |   ||| 
Sbjct  35088  AT-CTTTGTTCCAGGAGCAGAAAGGT-TGAAAATGT------TCCTTATCATAATGGGTA  
35139 
 
Query  35295  -GATAAGTAGT-TGATAGTAATTTCTGTGGTAGCAGCATCTACTGAAAACCCTTTGTCTC  
35352 
               |  |  | |  | | || |||   ||||   | |        || ||  | || | | | 
Sbjct  35140  TGCCATATCGCATCACAGGAATAATTGTGCGGGGA--------TGCAAGACATTGG-CAC  
35190 
 
Query  35353  TCATTATTGTAAGGTATTTTATTGATCTTGCAA-----TCTCCTTTTTTGTTAGCAAGCC  
35407 
               ||  ||   |  |||    |   |  ||||||     |||||||  || ||| |||||  
Sbjct  35191  -CAAAATAAGACTGTACAACAGACAATTTGCAAGTTAATCTCCTTAATT-TTA-CAAGC-  
35246 
 
Query  35408  TTGGACAAAGA-CATTGTAAG---TGCAGTTATCTGGCAGGCAGCCATTCTCTTCCATAT  
35463 
                  | || || ||||| | |   | |||  ||||  |   || |  ||| |   | | | 
Sbjct  35247  ----AGAAGGAGCATTG-AGGCTTTCCAGC-ATCTAACT--CACCATTTCCCAAGCCTCT  
35298 
 
Query  35464  TTATCAGTAAGT--CTTCAGCTTTATCCAACGAGCCTTGTTTACAGAGACCCTTAATCAT  
35521 
              | || ||  |||  |||||     |||  || |||||   | || |    | | |   || 
Sbjct  35299  TGATAAGACAGTGTCTTCAAA---ATC--AC-AGCCTCACTAACTG----CATAAGATAT  
35348 
417 
 
 
Query  35522  AATGGTATAAGTATAAACGTTAATTTGCAAACCT----TTAC--CAGGCAAACTAGAAAA  
35575 
               || || ||  |||     |||||    |||| |    |||   ||| ||||| | || | 
Sbjct  35349  TATTGTTTA--TAT-----TTAATCA--AAACATCATGTTATGGCAGTCAAAC-ACAACA  
35398 
 
Query  35576  GAGTTCCCATGCAGCATTCAGTTTTCCAGCACTGCACATTCCGTCAAGCAAAATACTATA  
35635 
               |      | | | ||| || | |  |||  ||  | | ||| ||  |     ||||| | 
Sbjct  35399  CAA-----AAGAATCAT-CAATATGTCAGAGCTAGA-ACTCCCTCTGGT----TACTAAA  
35447 
 
Query  35636  AATTACAATATTAAGATCCAAATTACTC-TTCTCCATTGCCTCAGCCAACGACACTGCCT  
35694 
              ||  | | | | | ||||||    |||| || |   ||  |||||  |  ||    |    
Sbjct  35448  AACCA-ATTCTCATGATCCAGTCCACTCATTGT---TTAACTCAGAGACAGAGTACGAAG  
35503 
 
Query  35695  CAGAAAGAAGATTTCCTTTACATAGGCCATCCAATATA-ACAGCA-CAAG-TCTGG--AG  
35749 
              || ||  ||     ||||| | ||||   | || |||| ||| || |||  ||||   |  
Sbjct  35504  CATAACAAA-----CCTTTTC-TAGGATCTGCACTATACACACCATCAACATCTGTCCAA  
35557 
 
Query  35750  ATTGGGAACTTGACCATATTTGTGCATATTGAGAAACAGTTCTTT-TGCAGCTAATGGTC  
35808 
              |||| || || ||| |   ||    | || ||| | |  |  ||  ||| |  ||  ||| 
Sbjct  35558  ATTGTGACCT-GACGAGCCTT----AAATAGAGCACCCATAATTGCTGCCGAGAA--GTC  
35610 
 
Query  35809  TACCTGCTTGACAAAACCCACCTATAAGAGTGGTCCAAGTGACAACATCAGGAACAAATC  
35868 
               || | | |  |    |       || || || |   || |    | |  | ||  |||| 
Sbjct  35611  -ACTTCCATCTCTCTTCAGTGTGGTAGGAATGTTTTGAG-GTGTGCTT--GCAATGAATC  
35666 
 
Query  35869  CCATCTTAGCCATTTCCTCCAACAGATGCATA----ACC-TTATTAATGTTTTTGTCCTT  
35923 
              |  |   |   ||| |||   |  ||| || |    ||| || || | || ||||  |   
Sbjct  35667  CAGTGGCAATGATTACCTTACATGGATTCAAAGAGTACCATTTTTCAAGTCTTTGCTCAG  
35726 
 
Query  35924  ACACCATCC-GT--GGAT-AAGTGAAGTAAAAACCACA--ATGTCTGGTAA--ACAGCCC  
35975 
              |  |||    ||  |||| || |  | || || |   |  || |  | |||  ||| ||| 
Sbjct  35727  ATTCCAAATAGTCAGGATCAACTTGATTAGAACCAGTAGGATTTACGATAAGGACATCCC  
35786 
 
Query  35976  CTGCTAACCATTAAAT-GAAA-CACTCTCAT-----------GGC-CTCATTCATTTT--  
36019 
               || || ||||  | | | || || || |||           ||  |  |  |||  |   
Sbjct  35787  TTG-TATCCATCCATTTGCAATCAGTCCCATTCTGTAGAACCGGAACAGAAGCATGATGC  
35845 
 
Query  36020  ATTTTGCAAA---CA-ATATATATGAATCAACGAATTATAGGTGAAGACATCCGGCCCTT  
36075 
418 
 
              | |  || ||   || ||| |   | |  ||  |  | |   | || | | | |  | |  
Sbjct  35846  AATGAGCTAAATTCAGATAAAGGGGGAAAAAGCATATCTTTCTAAATAAAACAG--CATA  
35903 
 
Query  36076  CCCCCGTCAGAATCATAAACCCAATC-----ACACTTTTAGCCTGCAT----CACTTTTC  
36126 
              ||  | | | ||  | | ||   |||     | ||  | |  || |||    |||      
Sbjct  35904  CCTTCCTAATAACTAGAGACAACATCTGAGCAGACCATAATTCTCCATGTCCCACAACAA  
35963 
 
Query  36127  CTTCTTTGCAGAAA------GCAT--CCA-CT--AAAATATTGAGAGTCT-------GC-  
36167 
                ||| |  || |       ||||  ||| ||  || ||||| ||||| |       ||  
Sbjct  35964  AATCTGTAAAGGACTCTGTTGCATGACCAGCTGCAAGATATTAAGAGTGTTAGTTAGGCT  
36023 
 
Query  36168  --AAATCCAG--CCT-----CATTCCCATTTTTATCATCT-CATCCAGCAGAGAACCAG-  
36216 
                |||| ||   |||     |||||  ||||| | || |  |||  | | || ||| |   
Sbjct  36024  TAAAATGCAATTCCTTAACTCATTC--ATTTTAAGCAACAACATTTA-CGGAAAACTAAA  
36080 
 
Query  36217  TCTCTTTCCACCTTCCAAAA-----TTGCAAAGACCTTGAATCAAGCAAGCGTAAGTGAC  
36271 
              | || ||| |   |  ||||     || || ||| | | | | | | ||   || | ||  
Sbjct  36081  TATCATTC-ATTGTGGAAAAGGTGTTTACAGAGATCAT-ACT-ATGAAAT--TATGGGAA  
36135 
 
Query  36272  AAGATTAGGTCGAACACCTTTGCCACTCATTTCCGAGCACAAATTCAACGCTTCAGATAC  
36331 
              ||| | |    | | |  ||    |   |  |  || |   ||||    | || |  |   
Sbjct  36136  AAGGTGATTAAGCATAGATTA---AGAGAAGT--GA-CTGGAATT----GTTTGATTT--  
36183 
 
Query  36332  CAATCCATCCTTGCACAAACCATCCATAATT---GTGCTGTAAACTACCACATTAGGTTT  
36388 
                 |  |  | || | |||| || ||||||    ||  ||| | | |   |||  |   | 
Sbjct  36184  ---TTGAGACATGAAGAAAC-ATGCATAATACAGGTCATGTGACCAATTTCATGTGTGCT  
36239 
 
Query  36389  CCAATTCCTTT--CC---TCCATCTTTCTTAGCCACTCAACCG--CCGCCAAAGTGTCTC  
36441 
               ||  || | |  ||   | ||| | |  ||  |  | |  ||  | |  | | ||| |  
Sbjct  36240  ACAGGTCATCTAACCAATTGCATGTATACTA--CGGTTATGCGATCAGTTACA-TGTATA  
36296 
 
Query  36442  CCGTCTTACACAACC-----CATTAATCAACACCCCGTACG-TGTAAACATCCAATGGAT  
36495 
              |     |||| | |      ||||||| | ||    ||||  | ||    |   ||   | 
Sbjct  36297  C-----TACAGATCATGTGACATTAATGACCAAAAAGTACCATATATTATTATTATTATT  
36351 
 
Query  36496  ACCTCATTTTC-TCCATATGATCAACCAGCCCGACTGCCTGAGCCACATTGCCCTGCACG  
36554 
              |  | ||| || | || ||| |   | || |  |      || | | ||| |     | | 
Sbjct  36352  A--TTATTGTCATACA-ATGGTGTCCAAGACATAAGCAACGATCAATATTACAAAATA-G  
36407 
419 
 
 
Query  36555  CAAAGCCCGTTAAT-GAGAGCGGTGAGAGTCATCACAGTGGGCTCCAAACCAAGTTTGAA  
36613 
              |||  ||    ||| || |  |   | |  |||||   |     | |   ||| | |||| 
Sbjct  36408  CAA--CCAAGAAATAGATAATGCA-ATATACATCAACATCAATACTATTACAA-TGTGAA  
36463 
 
Query  36614  CATAGTCCCCAACACAGAGAACCCAAAA-GC-AACCAACTTCAAACGGCAGAGACAAT-T  
36670 
               | |   ||  | |  || | ||  ||| || |||  |  || ||   ||  ||| |  | 
Sbjct  36464  AACAACACCAGAAAGTGAAAGCCATAAATGCCAACTTATGTCTAAA--CAAGGACGACGT  
36521 
 
Query  36671  GATCACAATAT--TAAGAGTAATGGTATCAGCTTCTATGCCTAGAGAAGAAA-AGATGTG  
36727 
              ||  | || ||  || |   ||    || ||  | |||      | |||||| |||| |  
Sbjct  36522  GAAAATAACATCCTAGGTTCAA----ATGAGGATTTAT------AAAAGAAATAGATATA  
36571 
 
Query  36728  -CTTAACTAAAGATATGGCAGTGGTGTAGTGCTTCA-ACCTCACAATA-------ACACC  
36778 
               || ||| | ||| |    | |  |  | |  | || |  | | ||||       |   | 
Sbjct  36572  ACTGAACAAGAGAAAACAAAATAATAAATTAATACATAAATTA-AATAGGTTTTTAGTAC  
36630 
 
Query  36779  CAACAACAAAGTAAAGTCCTTCACAGA--AGGCAAAGGCTTCATGCTAGCC-ATG-CCTT  
36834 
              ||| || || | | ||    ||| |||  | || | || || | |  |||  ||  |||  
Sbjct  36631  CAAAAAAAAGGAACAGAGTATCAAAGAGAAAGCGAGGG-TTGACG--AGCTTATAACCTA  
36687 
 
Query  36835  GGAACAAGTC-CAAAGCTTCATC--AATGTTCTTCACTTTACCTGACTTGCATAGGTTTC  
36891 
               | | |   | | |||| ||  |  || |||  | |  | |  |||  ||||    |||  
Sbjct  36688  TGTATATTGCACGAAGCATCGCCTTAAGGTTACTAATATCA--TGA--TGCAA---TTTA  
36740 
 
Query  36892  TCATGGAAATCAAGAACTGGGTTCCGTTGCTATGGCTATCGGTGTCATAAGTGTTTGTGG  
36951 
                   ||   ||||||         || || | |  ||||    |||  ||| | |   | 
Sbjct  36741  -----GA---CAAGAAA--------GTAGCAA-GATTATCTCCATCA--AGTATGTCATG  
36781 
 
Query  36952  AGCAATGACA--GTGCTTTGAAAAAAACAGAGAAAACGAAGGAGAGCGGATGGAAAGGGA  
37009 
               ||| |  ||  ||||||    |||| |||    |   || |  |||   || | |     
Sbjct  36782  TGCAGTTGCACTGTGCTTCTCCAAAA-CAGC---ATTTAATGC-AGC---TGTATA----  
36829 
 
Query  37010  ACGAGAGAAAGTACCCATCATGTGATGAAGAC--GACGAAAACGAGAGAAAGAGGGTAT-  
37066 
                 |||       | ||||  |||||  || |  |  || || |  | | |     | |  
Sbjct  36830  ---AGA-------CTCATCGCGTGATTGAGCCTTGTGGATAAGGTCATACATCATATCTG  
36879 
 
Query  37067  TC---TTCGAAGCATT--AAAAACTAAATCT--TTTGCT-TCCGAA-CAACATCAG----  
37113 
420 
 
              ||   || ||  ||||  | |||| |   |   ||| || |||||| || | | |      
Sbjct  36880  TCACCTTTGA--CATTGCAGAAACAACCACCAATTTCCTCTCCGAATCATCCTTAAGAAT  
36937 
 
Query  37114  --TGTCGGAAACTGCTTATGGTTGCAGAATCTGGCGAGGGTTCAGGATTTTTTTTGTCAG  
37171 
                |||| | |||   || |  |  | ||       |||| | |   |    ||    ||  
Sbjct  36938  TATGTCCGCAACATTTTTTATTCTCTGA-------GAGGTTCCCACACAGGTTC---CAC  
36987 
 
Query  37172  GAGAGGGTTTAGGAACAAGCTACAATATTATTATTATCATCTATATTTATTAAT--AATG  
37229 
               | |   |||  |||||  |  |||  || |  ||    |   | ||| ||  |  || | 
Sbjct  36988  CAAA---TTTGTGAACAGAC--CAAGTTTCTCCTTTGGGTAGTTGTTT-TTCCTCCAAGG  
37041 
 
Query  37230  ACAACTAGTTGCTGTATAATTTTTTTATTCATAAATTATT-ATATATATATATATATATA  
37288 
              |||  |  | | || |  || |  |     ||| |  |   | | | | | |||  |    
Sbjct  37042  ACACAT--TCGGTGAAACATCTGCTAGCAAATATAGAAAGGACAAAAAAACATAAGTTAC  
37099 
 
Query  37289  TATATATATATATATATATATATAAC----ACCTG----TAAAATGTAACCGATGCGAAA  
37340 
              | ||| | | ||| || |  | |||     || ||    ||||| |     || | || | 
Sbjct  37100  TGTATTTGTCTAT-TAGAGTTCTAAGGTTGACTTGATGGTAAAAGGA----GAAGGGAGA  
37154 
 
Query  37341  GTTGTAA----CTTAGGAAACTTAAATGTATTTTATCTTATATATACAATTCCAAAATAT  
37396 
              |  | ||    | | ||    || |||    ||| ||   || | | ||  | || |  | 
Sbjct  37155  GAGGGAAAGGTCGTGGGTGGGTTCAAT----TTTCTCCGCTA-ACAAAAAACTAACAATT  
37209 
 
Query  37397  AAAATTTAAATATCTTTATAATAATAATAATAATAAATTTTAAATTATTTTTAGTTTAGT  
37456 
              || |  ||| ||| ||  | ||||||| || ||    | ||    |||||  |    |   
Sbjct  37210  AACAACTAA-TAT-TTGCTGATAATAAAAAAAACTG-TATTCGTCTATTTCAA----AAC  
37262 
 
Query  37457  ATAA----AAAAATTAGTTTTAA--TAAATATGATATTCGTTCA-ATTTTTT--------  
37501 
              ||||    || | | |||  |||  |  | ||||    ||| || || |  |         
Sbjct  37263  ATAACCATAAGAGTAAGTCGTAACCTGTAAATGAAGCACGTACAGATGTACTCGGTGCCT  
37322 
 
Query  37502  -TATTAGCATTAGT---GTATATATATTTAATTTTA-AGAAA---TT-TATTATT----A  
37548 
               | ||  |  | ||   ||| | |   ||  |   | |||||   || |||  |     | 
Sbjct  37323  CTCTTCCCCGTGGTAAAGTA-AGACCCTTCCTGAGACAGAAACCATTGTATCGTCGTGAA  
37381 
 
Query  37549  TTATTATTTAATGAAAACATAATATTCGTATAAAG---ATG---------TCATTTACAT  
37596 
              | | ||| ||   |||||| || | ||  || ||    |||         ||||||| |  
Sbjct  37382  TCAGTATATAGC-AAAACACAAAAATCCAATTAATCTCATGGGGAGAATATCATTTAAAC  
37440 
421 
 
 
Query  37597  ACTCATAA------AAACA-------------AAA--ATAAATACTATAGAAAGTAAATC  
37635 
                 || ||      |||||             |||  ||||||| || | |||| |||   
Sbjct  37441  TGCCAAAATTCCGAAAACACTCTAATCTCTGCAAAGGATAAATA-TACAAAAAGGAAA--  
37497 
 
Query  37636  AAATAAAAGTTCACAGAACAAGCTGGGGTGGGGCGACGCGCTGCCTGGAACGGGACAGAG  
37695 
              ||| ||||||  |||||| |  |||   ||  |  ||           |||    ||    
Sbjct  37498  AAA-AAAAGT--ACAGAATATACTGCT-TGTAGA-AC-----------AACCAATCATCT  
37541 
 
Query  37696  ACAGAGAGGGTTCCTT--CCGGTCGCTGT-AATTGTAAGTCCTTCAAACTTTTCTTCTAT  
37752 
              | |||||   ||  ||  |   |  |||  || | || |   || | |  |||| |  || 
Sbjct  37542  A-AGAGA---TTATTTAGCACATATCTGCCAAATATACGATGTTTACAACTTTCGTTAAT  
37597 
 
Query  37753  TCTCTCTAACAATTCAAGTGTTAGTGTTTCGAAC-------ACAAACCCTTCCAATGTTT  
37805 
              |  |      ||||  ||| ||| | || | |||       | | || || | ||| | | 
Sbjct  37598  TTGC------AATTATAGTCTTAATATT-CAAACTGAGGGAATATACTCT-CAAAT-TCT  
37648 
 
Query  37806  CGCATATCAAAATTTATCATTCACTATTGATCTTTCTGTGTTTCTTGATTCATTT-ATTT  
37864 
              | ||| ||||   | || |  || |||| |||   |      ||  | ||||| | |  | 
Sbjct  37649  C-CAT-TCAAC--TGATAAG-CA-TATTAATCAAACA-----TCAGGTTTCATATCAGAT  
37697 
 
Query  37865  ATTTTCTTGCTATTTAATCTGGAATCTTCTGTTTCTTTGCTGTGTAAACAAAC--ATTTT  
37922 
              | || ||  || ||   ||||   | |||  |||||||   | | ||| |||   ||    
Sbjct  37698  ACTTGCTCTCTCTTC--TCTGCT-TATTCC-TTTCTTTTAAGAGCAAAAAAAAGAATCAA  
37753 
 
Query  37923  ACCGATTTACTATGCATCT-GTGCAATATAGGGTTTGGCGTTCAATTGAGGAAGA-ACAA  
37980 
              |   | | |    |||||| || |||      ||     ||||||    | || | |||| 
Sbjct  37754  AAACAGTAAAGTCGCATCTCGTCCAA------GT-----GTTCAA----GCAAAACACAA  
37798 
 
Query  37981  TGTCG-GTGAC-AGCGGGTGTTAGTGATACTGTAATAGCCATTAGGGATAAGCTCAGAGG  
38038 
              |  |  |  || ||| | |||  |||     || | ||  || ||  | ||  ||||||  
Sbjct  37799  TAGCAAGCAACTAGCTGTTGTATGTGTG---GTCAAAG--AT-AG--AAAA--TCAGAG-  
37847 
 
Query  38039  TAAAATTG-GCCAAACTAAAGTTAAGCGTTATTGGCCCGGTAAAGTTCCTGAATGGGCTG  
38097 
                | || | || | || |   ||  | || ||| |  |   ||    ||  |||| |    
Sbjct  37848  --ACATGGAGCTACACAAGCATTG-GTGTAATTTGATCCAAAA----CCA-AATGCGAAA  
37899 
 
Query  38098  ATGAT-GAGAACGAAGAAGA-TGCTGCCCCTGCCGATATTAGACCCTCCAGGGAAGCTGC  
38155 
422 
 
              | ||| ||| |  || || | || | |    ||  |   |||       | ||||  | | 
Sbjct  37900  AGGATCGAGGA--AACAACAGTGATTC----GCGAAACCTAGTTGTGGAAAGGAACGTAC  
37953 
 
Query  38156  CTTGGAGAAAGCCTT-TCCTCGTCACGAAGAAGACGCTGCTATTGTCAGAAAAGACGATC  
38214 
              |   | ||| |     | | ||  | ||||||   || || ||||  |||   || || | 
Sbjct  37954  CGGAGTGAATGGGAAGTGCGCGAGAGGAAGAAAGGGCGGC-ATTG--AGATTGGAAGAGC  
38010 
 
Query  38215  GTAGGCTCCGCCGTTTGGCCGAGAGCCGGATAGATAACCGTGAGGAGGTC---CG-GGCT  
38270 
              ||       |||||  |   |||||  |||  ||  |  ||||| ||||    || ||   
Sbjct  38011  GT-------GCCGTGAGAGTGAGAGT-GGAGCGA--AGTGTGAGAAGGTGAAACGCGGGA  
38060 
 
Query  38271  GATC--ATCGCCGCATTCGCCAGGCTGAGATTGTTTCCACCATTGAAGAGGAGGCCAG-G  
38327 
              || |  | || ||     ||  ||| || |  |    | |||| |  | || |||    | 
Sbjct  38061  GAACTGAGCGACG-----GC--GGCGGAAAACGA---CGCCATGG--GTGGTGGCTGCTG  
38108 
 
Query  38328  AGGCAGG----AATGGTT---GGAGTTCGAAGAAGAA-GATGAG--AATG---CTTTGGC  
38374 
                ||||     |||| |    |||   |||||   || || |||  | ||   ||||    
Sbjct  38109  CTGCAGAGTAAAATGCTCCACGGAAA-CGAAGTGAAACGACGAGTGAGTGTAACTTTAT-  
38166 
 
Query  38375  GGAAAGAAGGAG-GCTGATTAA-AGAGAAGTTGCTTCAGAGAGA-GCAGGAAGAGGC---  
38428 
                |||  |  |  | | ||||  |  |  || ||| |  || || |||  | | |||    
Sbjct  38167  --AAACTACAATCGATTATTACTATTGTCGT-GCTCCT-AGGGATGCAA-ATGCGGCTGC  
38221 
 
Query  38429  ---------ACTT-CCTGA-GGAAGAGG-AAGAGGAGGAAGAGGAAGAGGAGGAGGAGGA  
38476 
                       |||| ||||  || |     || |||   |||   ||    |  |  |    
Sbjct  38222  CGATACAGTACTTTCCTGGTGGCATTTCTAATAGGTTAAAGTAAAAATTCATTAC-ATTT  
38280 
 
Query  38477  GGAAT-------CTGAG-TATGAGACT--GACTCTGATGAGGAATATACGGG--AGTGGC  
38524 
              |  ||       || |  ||| | |||  |  || | |  |  ||| ||     | |    
Sbjct  38281  GCTATTTAGTCCCTCACATATTACACTATGGGTCCGTTCGGTTATA-ACTTTTTAATTCT  
38339 
 
Query  38525  TATGGTGAAGCCTGTGTT-TGTTCCCAAGTCT---GA-GAG---AGATACCATTGCGGAG  
38576 
              |||  | ||   | | || | ||   ||| ||   || |||   | |||| ||     |  
Sbjct  38340  TATATTAAA---TATATTATCTTTAAAAGACTACTGATGAGGATAAATAC-ATAAAAAAA  
38395 
 
Query  38577  CGTGAGCGTCTTGAGG--CTGAGGAGCTGGCTT--TTGAGGAGA----AAAG---GA-AA  
38624 
                | ||    || |    || |  |  | | |   ||||| | |    |||    || || 
Sbjct  38396  AAT-AGTTATTTTACCATCTAAAAACATTGTTCCATTGAGTACACTTCAAATTTAGAGAA  
38454 
423 
 
 
Query  38625  AGGAGATTGGAG--GAAAGGAGGAT-TGAGACGAAGCAGA------------------TT  
38663 
              |||| | | |||  ||||  | ||  ||| | | | || |                  || 
Sbjct  38455  AGGAAAATTGAGTTGAAATAATGAAATGAAATGGATCATAATCCATCATCATCTTCCATT  
38514 
 
Query  38664  GTTGTTGAGGAGATCCGGAAGGA-TGAAGAAATCCAGAAAAACTTGGAAATGGAGGCCAA  
38722 
               |  || |    | |    |  | | ||  ||||||  | | |||     |  |  |||  
Sbjct  38515  ATGTTTCATTTCAACTTTTACAAATCAAACAATCCA--ACACCTTTTCCTTCCACTCCAT  
38572 
 
Query  38723  CATTGCTGATGTCGATACAGATGATGAAGTTAATGAGGCAGATGAATATGAAGCTTGGAA  
38782 
              | ||  | || || ||||     |   | | ||      | ||  ||  |||| ||   | 
Sbjct  38573  CCTTCTTCAT-TCCATACTCTACAACCAATCAAA-----ACAT--ATTCGAAGGTTTCCA  
38624 
 
Query  38783  AGTGAGAGAGATTGGTAGGATCAAGAGGGATAGGGAGGATCGGGAGGCAATGTTGAAGGA  
38842 
               ||       ||  |||| || |  |   |||||  | |         ||| ||   ||  
Sbjct  38625  TGT-------AT--GTAGAATTATAA---ATAGGTTGAACAA------AATTTTATTGGG  
38666 
 
Query  38843  AAAG--GAAGAGATTGAGAAGGTGAGAAACATGACAGAGGAAGAGAGGAGGGAGTGGGAA  
38900 
               | |  ||| ||| | |   ||| |  |  ||  |  | |     |     | ||  | | 
Sbjct  38667  TAGGTTGAAAAGAATTATTTGGT-ACTATTATT-CGTACGCCCCTAACCATGTGTTTGGA  
38724 
 
Query  38901  AGGAGGAATCCCAAACCTGCTCCACCACCAAAGCAGAAATGGAGATTTATG-CAG---AA  
38956 
               | || |||   |||  | ||         |||   ||||  | ||| ||  ||    || 
Sbjct  38725  TGAAG-AATTTAAAAATTTCT---------AAG---AAATTTAAATTCATAACATTTTAA  
38771 
 
Query  38957  ATACTATCACAA-AGGTGCTTTCTTCCAG-AATGAATCTG-----ATGACCGAGCTGCCA  
39009 
               | |  | |    |  | ||||| |   | ||  | | ||     ||||   |  |   | 
Sbjct  38772  TTGCCTTGATTTTAATTCCTTTCCTTTTGTAAATATTTTGTTTGGATGAGGTAATTCAAA  
38831 
 
Query  39010  CCGTTGGATCTGATGGTATTTTCGCTCGTGATTTCTCTGCCCCAACTGGGGAGG-----A  
39064 
                 ||| || | |    ||||||         |||| ||  | || ||           | 
Sbjct  38832  TTCTTGTATTTTA----ATTTTC---------TTCTTTGGACAAAGTGATTCAATTTCAA  
38878 
 
Query  39065  TAAAATGGACAAGA-CAATATTACCAAAGGTTATGCAAG--TTAAGCACTTTGGTCGT-A  
39120 
              ||||||  | |    || | |||  ||   ||||  ||   ||||  | ||   |  | | 
Sbjct  38879  TAAAATTCAAATTTTCATTTTTA--AATATTTATTTAAAAATTAAA-ATTTCAATATTCA  
38935 
 
Query  39121  GTGGAAG-AACCAAGTGGACCCATCTTG-------TCAAT----GAGGATACT----ACT  
39164 
424 
 
               || ||  || |||| |  |||| |  |       ||| |    | | ||| |    ||| 
Sbjct  38936  ATGAAAATAAACAAGAG--CCCAACAAGGTAGGCCTCAGTCCTTGGGCATAATGGCAACT  
38993 
 
Query  39165  GA-TTGG---AATAACCCGTAAGTTCAATTTCTC--------CTATGTTCTATATCTTT-  
39211 
                 ||||   |||    |  | |||    | |||        | | |   ||   || |  
Sbjct  38994  CTCTTGGGTGAATGGTGCAGAGGTTGGTGTCCTCGAAGAGCACAACGAGGTAGGCCTCTG  
39053 
 
Query  39212  CGGTTTCAAGAATAGTGGTAGATTGTTTATTCTATTCTTTGGTATTAGTTTTTTGTTGTT  
39271 
              ||| |||  | | ||||| |||  |      |  | || ||| | |||   || ||  |  
Sbjct  39054  CGGCTTCTTGGAGAGTGG-AGACGG------CGCTGCTGTGGAAGTAGAGATTGGTCTTG  
39106 
 
Query  39272  TTATCCTGAGAAAAAAATATGGCATA----TCTGTTCACAT-----TTACTTATGA--AG  
39320 
                 |||||||  |    | |  | ||    ||| |  | |      || |||||||  || 
Sbjct  39107  AAGTCCTGAGCGA----TTTCCCTTACGAGTCTTTGGAAAGGAAGCTTCCTTATGAGAAG  
39162 
 
Query  39321  TTCA-TCTGCTA-TGGCACT---GG---TCCAAAATGATCTCGGATTCATGTGATGATAT  
39372 
               ||  | | ||  ||| |||   ||   |||   |    | | | | | ||   ||| || 
Sbjct  39163  CTCGGTGTTCTTCTGGTACTTTTGGATCTCCCTTAGCGCCACCG-TACTTGGCCTGAAAT  
39221 
 
Query  39373  TGAGATGCT----CATGTCAATAGT----GAAATGTTCATTTAAGATTTCTTTT-TCTC-  
39422 
               | |  |||    || | |    ||    | |  |  | | |  | || ||||  |  |  
Sbjct  39222  GGTGCGGCTTCTTCACGCCGCCGGTCGGCGGAGCGGACTTGTGTG-TTGCTTTCGTGGCA  
39280 
 
Query  39423  --TTGTTATCTAAAAAATTTTCTGCTATTAGTCATCA--GAAGAGTGAA--ATGAGAGTT  
39476 
                ||| | ||| |||  |||||  ||| | | | ||   |  |  ||    ||  |||   
Sbjct  39281  AGTTGCTTTCTCAAAGCTTTTCCTCTAGTGGACTTCCTTGCGGTTTGCTTCATACGAGCC  
39340 
 
Query  39477  TTTATGAAGAATGGTTTTG--TGA---TGGAGGCCTCAAGACCCAAGATCACAAAATAAG  
39531 
               ||  ||| |  |   |||  |||   |||| |    |||||  | ||  |||  |   | 
Sbjct  39341  ATTTCGAACACAGAGATTGCTTGACTTTGGAAG----AAGACTAATGAGTACAGCAC--G  
39394 
 
Query  39532  GTGTATGTAAGGATAGGCA---AAAGGTTCA-----CTTGATCAATTTTAGGAGAGAG--  
39581 
              ||||  ||| | | | |     | |  ||||     || |||   ||||||||||      
Sbjct  39395  GTGTGAGTACGAACACGTTTTGAGAAATTCAAATTCCTAGAT---TTTTAGGAGAATTTC  
39451 
 
Query  39582  ATATAACCAACT----GTCAACC------CTGTAGCAGAGCATGGGAGG-AGTGCATGTG  
39630 
              |||| ||  | |    || ||        || ||  | |  ||   ||| | |  || |  
Sbjct  39452  ATATGACTCAGTTTTGGTTAATTAAAATTCTCTATTAAA--ATTCCAGGTATTTAATTTC  
39509 
425 
 
 
Query  39631  GGCTTG--TTGT------------------AAGAAGACAG-------AGAAC--ATTA--  
39659 
                |||   || |                  || | |||||       | | |  |||    
Sbjct  39510  TTCTTAAATTATTATCCAAACACTAAATTTAAAATGACAGTAATTTAATATCTCATTTAA  
39569 
 
Query  39660  --------GCCCGAGAAGGGTGTGTACA---AGGTAGGGTGGAA----TTAGGCTTG-GG  
39703 
                      || | ||| |   || | ||   |   |   |  ||    |||   ||  || 
Sbjct  39570  AATGAATTGCTC-AGATGAAAGTATTCATCCAAACACACTCTAAATGTTTACAATTATGG  
39628 
 
Query  39704  CTGGGAGAAA--CCAG--ACACTCTC--ATAA---CTGTCTAGG--AATCTTTTTCATTT  
39752 
              ||  ||||||  | ||  ||| | |   | ||   |||| ||    ||  || || |||| 
Sbjct  39629  CTATGAGAAATTCTAGTAACATTATTTAACAAATTCTGTTTAATTAAAAATTATTAATTT  
39688 
 
Query  39753  TG---TACC--ATTATACAC--AGAA---------GAT--ACCAG-GA--TCTGAACTC-  
39790 
              ||   || |  ||| |  |   | ||         |||  |  || ||  ||| || |   
Sbjct  39689  TGATGTATCCTATTTTTTATTTATAATTTTTTTCTGATTTAATAGTGAAATCTAAAATTG  
39748 
 
Query  39791  --CCTTGATGAAGACCTGTTAC-----TGGAA--TACA----AATATTTCTATGCTTAAT  
39837 
                | ||  | |  |  | | ||     || ||  |  |    ||||||   | |   ||  
Sbjct  39749  ATCATTTCTAATAAATTTTCACAATCATGAAAGTTTGATTATAATATTATGAAGAAAAAG  
39808 
 
Query  39838  TTCT--------TCATTTTAGTCTTTCTAG--------------CTTGCTGGTACCCTAT  
39875 
              ||          | || || ||  || ||               |||  | |||   ||  
Sbjct  39809  TTGAAGAAGATATTATGTTTGTAGTTGTATTAATATCTTTAATTCTTAATAGTATTGTAC  
39868 
 
Query  39876  CATTTTGCTTATTTAGGAATTTGATTGTGGGTG-AGATTGAGGTTCA--AGAGG---GAG  
39929 
                ||||| |  ||||  |||||    ||||| | ||||     || |  | |||   ||  
Sbjct  39869  TTTTTTGGTG-TTTAATAATTTTGGGGTGGGGGGAGATGACCCTTAATCAAAGGCATGAA  
39927 
 
Query  39930  AGTTGATTGGA-AGGAATATAGTTAAA--AGACAT--ATTTCATTTAGAGTAAGCATAAT  
39984 
              |     || || | || | || || ||  ||  ||  || ||||| | |  |  || ||| 
Sbjct  39928  AAAGCTTTTGAGATGATTGTACTTGAAGAAGCAATTTATCTCATTCAAAAGAGACA-AAT  
39986 
 
Query  39985  TATGCCATCTCACAAA  40000 
               |    || | |   | 
Sbjct  39987  AAAA--ATGTTAATTA  40000 
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Query  40001  TCTTATTTTATTTTTTTGGCATTCATTTTGTAGAAATATGTACTTGGCTTGAAGTTTATT  
40060 
                ||| |||   || |||   || | ||| |     |||| |||   |||    |||||  
Sbjct  40001  CATTAGTTT---TTGTTG---TTAACTTTAT-----TATGAACTA--CTTT---TTTATG  
40044 
 
Query  40061  GTTTACAACGTTCTTAGTTTGTCAACTTTACCCTGACTCCCTTGACTTCTATGTGAATTT  
40120 
               ||   ||     | |    | || |   ||  |||     ||||     || ||||    
Sbjct  40045  ATTGGGAAA----TAAA---GACACCA--ACAATGAAGA--TTGAA----ATTTGAAACC  
40089 
 
Query  40121  AGCTGGACAGTAAGAAGGG-ATCATATTGCATGTCACAACTCACAATTTAAATGAGTTGT  
40179 
              |     | || || ||    ||| || |  |||  | |||  || |||   || || ||  
Sbjct  40090  A-----AAAGCAAAAACTACATCCTAGT--ATGAGA-AAC--ACCATTGGCATCAGCTGA  
40139 
 
Query  40180  TTATTAGCA-GCCCTTGATATGGTTTGAGATCTTGAC---AAAAGTGCATGCTCATGA-G  
40234 
                   |||| |  ||| || ||  | | || |  |||   ||||   |||    | |  | 
Sbjct  40140  C----AGCATGTGCTTCATTTGACTAG-GA-CAAGACTCCAAAA---CATAAAGAAGTCG  
40190 
 
Query  40235  TTATGCTCATCTGTTTTCATAGTACTTTTGGGTTTCACGTTTTATCATTTGCTTGCTTGT  
40294 
                | |  | ||| || | |||  |||  |     | ||  |  |||||  ||||  | |  
Sbjct  40191  ACAAGGAC-TCTATTAT-ATAA-ACTAATAA---TGACAATAAATCATAAGCTT--TAGG  
40242 
 
Query  40295  AATTTTGTGAAGTTAAAAGAGAGTA----TTACA---TAACATTTAAAAATTATGATTCT  
40347 
              |||| |   | | ||| | |  |||    ||| |   ||| ||   || | | | | ||| 
Sbjct  40243  AATTATA--ATGATAACAAATTGTACATATTATAGACTAAAATGACAATAATTTTAATCT  
40300 
 
Query  40348  ATACTAATTTCTAGATTAAGGTTTA-TTCTCTGTTCTGAGAATATCTGAAA-TGC--TAC  
40403 
              | || ||||| |  ||     |||| || | || | ||  ||  | ||| | |||  ||| 
Sbjct  40301  AAAC-AATTTATTTATATTTTTTTAATTTTATGATGTGTTAAATTGTGACAGTGCCCTAC  
40359 
 
Query  40404  ATTTATTATCTACAGAGTCCTGAATCTGTTTATGTTTTCAA--TGTTGATG-TAACATGT  
40460 
              | || | |   ||   || |  |||    |||| | |||||  | || |   ||||||   
429 
 
Sbjct  40360  AATTTTAAAGAAC---GTACAAAATAA--TTATTTATTCAAAATTTTAAACATAACAT--  
40412 
 
Query  40461  TAGACTGATTCTGCCACA--CTTCTGATTTTATGACATTAAAAGGAGTCTACACAATTTT  
40518 
              ||  ||    || | ||   |  | |||  | |  ||| |  |||| |||      |  | 
Sbjct  40413  TAC-CTTTCCCTACAACGTCCCCCCGATAGTGT--CATCAGTAGGACTCT------TGCT  
40463 
 
Query  40519  TTTTATCACACCA-GATTTC-TATA------CT--AATTTCTAGATTAAGGAGTCTACTC  
40568 
              |   | || | |  || | | ||||      ||  ||||| |   ||||  ||||| |   
Sbjct  40464  TCAGAACAAAACGCGAGTCCATATAAGGCAACTGCAATTTTT---TTAATTAGTCTTCCG  
40520 
 
Query  40569  TCT-TTTATGACATTAAAAGAGAGTATTACATAACATTTAAAAATT----ATGATTCTAT  
40623 
              | | |||  |    |||  | ||  |||| |  |  | | | ||||    ||| || ||  
Sbjct  40521  TTTGTTTCGGGGGCTAATGGGGA--ATTATAGCAAGTGTGAGAATTTTCTATGCTTTTAA  
40578 
 
Query  40624  ACTAATTTCTAGATTAAGGTTTATTCTCTGTTCTGAGAATATCTGAAATGCTACATTTAT  
40683 
              |||||  |||| ||     |||||       |   || | |    |||||| ||   ||  
Sbjct  40579  ACTAAAATCTACATA----TTTATAAAAATATAAAAGTAAAAAAAAAATGCCACGGATAG  
40634 
 
Query  40684  TATCTACAGAG----TCCTGAATCTGTTTATGTTTTCAATG-TTG-ATGT---AACATGT  
40734 
              |     || ||    | |  ||||    ||  | || |||| ||| || |   ||||| | 
Sbjct  40635  TTCAGTCAAAGATAATTCGAAATCATAGTAAATATTAAATGATTGGATTTTACAACATCT  
40694 
 
Query  40735  --TAGACTGATTCTGCC--ACACTT-----CTGATTTTATG-----ACATTAAAAGGAGT  
40780 
                | ||  || ||  |   | ||||     |  | ||||       || |||||||     
Sbjct  40695  ATTTGAAAGAGTCATCATAAAACTTAATACCACACTTTAACCAAAAACTTTAAAAGTCAA  
40754 
 
Query  40781  CTACACAATTTTTTTTATCACACCAGAATTTTTTCATGTATTGTTGGTTGATAGG----C  
40836 
              ||  |  ||||||||| |||| |   || ||||  ||  ||| ||  |||||| |    | 
Sbjct  40755  CTTTATGATTTTTTTTCTCACTC---AACTTTT--AT--ATTTTTC-TTGATACGAAATC  
40806 
 
Query  40837  TTGCAGT-CA-TGCTATTA-AATATTGAT-----AATCATCTTTCGAATAATGGG-----  
40883 
              || |  | || | |||||  |||||  ||     || ||   ||  | |  ||        
Sbjct  40807  TTACCTTACACTTCTATTCCAATATGAATGGGCAAAACACACTTATAGTTTTGATTTCCA  
40866 
 
Query  40884  -GTTTTAGTATGT---TAAGGCAGCATTCAATGTATTT---GCTGAGAA---AATTCTGC  
40933 
               ||| ||| || |   | ||   | ||||    || ||   | |  ||    ||| ||   
Sbjct  40867  AGTTCTAGAATTTGCTTCAGATTGTATTCTCAATACTTTAAGGTTGGATTCCAATCCT--  
40924 
 
430 
 
Query  40934  ATTGGCTTTCT---GACATCTTAATTTTTTTTCTGTCCGATATTTCTCCCTTACCAAGAA  
40990 
              |||   || |    ||  || ||| ||     || |  |   ||| | |   || || || 
Sbjct  40925  ATTATGTTACCCAAGATGTCGTAAGTT-----CTCTAGGTGGTTTTTTCGAAACAAAAAA  
40979 
 
Query  40991  TTTTGGATTTGTTAACACATTGATGATAGCGATTCATTCTGCTTAACGTGCAAC---TAA  
41047 
                ||  |||||| |  | ||  || |||    |||||||| | |  | |   |    ||| 
Sbjct  40980  AATTT-ATTTGTAATAAAATAAATAATATTACTTCATTCT-CATGTCTTTTTATATTTAA  
41037 
 
Query  41048  CCTCCAGAGTCCAGACCTCCCCTTCCCCTGAAAAAAGGGTTTCTTCTACTGCAAGTAGCA  
41107 
                |    | |  |||  |    ||    |||||| |    || |||  |  |  |||||  
Sbjct  41038  GGTTATTATTA-AGAAATAT--TTGA--TGAAAATAAACATTGTTCACCCTC--GTAGCC  
41090 
 
Query  41108  TT--TTATACTTACA-----TATTAACTGCTGTA-AAATA--CTAAAATTATTCGACATT  
41157 
              |   ||||    | |     | | |  |||  |  ||| |  |  |  |||  |  |||  
Sbjct  41091  TCCGTTATGGCGAGAGTGCCTCTCATTTGCGTTCCAAACAGCCCTAGCTTACAC--CATA  
41148 
 
Query  41158  CTTGTTATTGTTGAATTGTAATACAGGTGGACTTACAATGACCCACTTCGTGCAAAGTAT  
41217 
               | |     ||||   ||| |  |  || | ||| |    |  | | |  |   ||  |  
Sbjct  41149  ATGG-----GTTG---TGTCACCCTCGTAGCCTTCCTTGCATTCTCATTATCATAA--AC  
41198 
 
Query  41218  AATGACAAAATGGCAG-------CAATGA--ATGCACCTATAGTAAAACCTAAAGGAAGC  
41268 
               | | |    ||| ||       | |||   ||||  |  |  | | | | | |||   | 
Sbjct  41199  GACGCCGCTTTGGGAGACGCCTTCCATGTCTATGCCACCCT--TCAGAGC-ATAGGCCCC  
41255 
 
Query  41269  AAGAAGTTGAAAGATTGGGAATCTAGGGAATCTGGATGAACT-TGAAGTTACAAAA-CTA  
41326 
              |  |  ||||  | ||| |  |    ||| |  ||  |  || | |||| || |   ||  
Sbjct  41256  ACCATCTTGA--GCTTGTGGGTTGTCGGACTAGGGCCGCTCTCTAAAGTCACCACCGCTG  
41313 
 
Query  41327  T-GCA-TGAAGATATAGTCCTTTCAGTTATAGCTCAC--GGATTAATACCAGA--TTAGA  
41380 
              | ||  ||  | |     | |||  | |    ||  |  ||  | | | || |  || || 
Sbjct  41314  TAGCGGTGGCGCTCGCCGCGTTTGTGGTGGTTCTTTCCTGGCCTCAGAGCACAAATTTGA  
41373 
 
Query  41381  TATC---AC-CTTATCCTATG-TATGCTTGTGTT-CTGTCTT--AATACAGAATGTAAAG  
41432 
              || |   || | |||| |  | |  | | ||    |  | ||  |||  |||  | |||| 
Sbjct  41374  TAGCTAAACGCATATCATTGGGTCAGATAGTACCACCATGTTGAAATTAAGA--GGAAAG  
41431 
 
Query  41433  TAGTTCATCACGGCTCAAGCATGTTATGGATCTTGGAAGGCAGTTCGTGCAGATTGTGAT  
41492 
               ||||  | |   | | |  || | | | |     ||||  ||   ||| |||    ||  
431 
 
Sbjct  41432  AAGTTT-TAAAAACCCTA--ATTTGAGGAA-----GAAGA-AGCAAGTGAAGAA---GAA  
41479 
 
Query  41493  AGGAGTTCATCACTAGTTTA--TTCGGATATTCTTCCCCAG-TTA-ATG----AATCCTA  
41544 
              |  | || |  |||  || |  || | ||     |||  || ||| |||    ||||    
Sbjct  41480  AATATTTGACAACTTTTTAAAATTTGCATCAAAGTCC--AGCTTACATGTCATAATCTAG  
41537 
 
Query  41545  GCTGATTTGAAGTCCTGCCAGCCTAGCCTAA-TGTC-TTCAAGCGCTTATGACTGACTTT  
41602 
              |   |||||   ||  |  ||  ||  |||  || | || ||    |||  | |   | | 
Sbjct  41538  GACAATTTG---TCACGTTAGA-TAATCTATGTGACATTAAAATTATTAAAAATATATCT  
41593 
 
Query  41603  CTTTGTATTTTGTCACCATTTTGACTTTATTACTAGCTGGCTATGAGGATTTTATTGAGT  
41662 
              | ||  ||  ||| |   |||| | ||||  ||     ||| | ||  ||||| |  | | 
Sbjct  41594  CATTA-ATGGTGTTAT--TTTTAAATTTA--AC-----GGCAAAGACTATTTTGTAAAAT  
41643 
 
Query  41663  TTGCTGCCCATTGATGCTTCAGGAGCCACTGTTTTACAATTTAAGATCATTTATACGTGC  
41722 
              ||  |||  |   ||     || || |  | ||||||| ||||| |  |  || | |    
Sbjct  41644  TTA-TGCAAAA--AT-----AG-AGACTATTTTTTACA-TTTAAAAAAAGATAAA-GACT  
41692 
 
Query  41723  AACTTCGATACTGACTGGAACTCCCAAGAGTGACACTTCAATTGGTGTACTAGTATATGT  
41782 
              || ||  | |  || |        ||| ||| | |  ||||      || |  | ||  | 
Sbjct  41693  AATTTGCAAAAAGAAT--------CAAAAGTTAGAAATCAAAATACCTATTTATTTAA-T  
41743 
 
Query  41783  AGCATAAACTTCCATGTTAGGGTAATCTTTTAGCTTAACAAAGGGGCATATTGAAAGTTA  
41842 
              |  | |||| || |||    | || | | | | ||||||           ||  || ||  
Sbjct  41744  AAAAAAAACATC-ATGC---GTTAGT-TATAACCTTAAC-----------TTCTAATTTT  
41787 
 
Query  41843  TTCATGTTCAACCCGCCG-----CTGCTTGTTTGTTTACTGGAGTTAATTTGACTAGTCA  
41897 
              ||  |    ||| | |       ||     || |  | | | ||| |    || ||| || 
Sbjct  41788  TTGCT----AACGCCCAAAAAAACTAAGAATTCGAAT-CAGAAGT-AGGCAGAATAGGCA  
41841 
 
Query  41898  ATCA--TTCCAAAAAAAA-ATTTAATTAGAGTAATTTTTCTGTCTATTTTTTTGGGCTAT  
41954 
              ||    |||  ||||    ||  ||  | |  |||||| || |   |||||       |  
Sbjct  41842  ATTTGGTTCTTAAAAGTGTATGGAAGGAAA--AATTTTCCTTTGACTTTTTA------AA  
41893 
 
Query  41955  TTCTAACAGAT-TAAAATGTGTTCCTTCGAAAATAATTTCTTAAATGAGCA-----ATT-  
42007 
              ||  ||||  | |  | | | |||| | |       || |  |||  ||||     |||  
Sbjct  41894  TTGGAACACGTCTTGATTTTTTTCCCTTG-------TTGCCCAAA--AGCAGTCTTATTA  
41944 
 
432 
 
Query  42008  TTCAGGAGAGAAGAGCGTTCTTTATAGCATCCCACAAATAAAGCAAAGAGGAAAGGGATA  
42067 
              ||||   |    ||   ||  || ||  ||  | |  |||||  ||    |||    ||  
Sbjct  41945  TTCATCCGTTGGGAATTTTTGTTTTA--ATTTCGCTGATAAAAAAATTGAGAATTTTATG  
42002 
 
Query  42068  AATGGAAA-TAAATTAACACTAGTTTTTGTTACAAATGTTCTAGGTAATTAGTTTCTTGA  
42126 
                ||     | ||||| || |  || | |  ||       ||   || | |   || ||| 
Sbjct  42003  TCTGCTTTGTGAATTACCATT--TTATCGGAAC-------CTGCATACTAA---TCCTGA  
42050 
 
Query  42127  AATTTTAAAATAAGGAG----AAAGATGTCTATCTATTCCTCATCTCTTTCACTCACTTG  
42182 
                ||   |  | || |     ||| |||| |||  || | | || |   | |         
Sbjct  42051  --TTACCAGTTCAGCACTAAAAAACATGT-TAT--ATGCATTATATAAATAA--------  
42097 
 
Query  42183  GATACTTTTTATTCCTGTGTGGAATGAGGGAA----AAAAAATATTTGTC-ACAAAGTTA  
42237 
                || |  |||||      | |||  | ||||    | || |||||| || ||| |  || 
Sbjct  42098  --TAGTAATTATT------TTGAAGAAAGGAATCTTATAAGATATTTTTCTACAGAACTA  
42149 
 
Query  42238  T-AAATACATTTACATCAAATTTTCTCAAGAGAGTGCGTTGACTGCTGTTACTAGTGTAT  
42296 
                ||| | |    | |  ||| |||   | ||  |     || |  | ||    || |   
Sbjct  42150  GGAAACAAAAAATCTTTTAATGTTCCTGAAAGGTTAGAAGGAATAATTTT----GTTTTG  
42205 
 
Query  42297  GCGTTGTTGCTGCGAGTTTGTTCATGTGACTGTGTCGAAAAGGTCAGTTACTGATTTTTC  
42356 
              || ||||||     | || |   |||| || ||  ||     |||| |  ||  || ||  
Sbjct  42206  GC-TTGTTG-----AATTGGAAAATGTTACAGTCCCG-----GTCATT--CTTTTTATTT  
42252 
 
Query  42357  ATATATGTTTAGATTCATTATATTCGAGCACCACTTGTAATATACGTATTTCATAATTGC  
42416 
               ||||||||||  || ||| |  || |     | | | |   | | ||||  | | |||  
Sbjct  42253  TTATATGTTTA--TTTATTTTTGTCCA-----AATAGCAGGGT-CATATTCAAAACTTGG  
42304 
 
Query  42417  CTTT--CTTACACATATAGCATATTTGCATTTCGTCTGATAAT-TAATATTGCATATGGC  
42473 
               |||  ||| ||     |||   |||| |       || || | |||| |||    || | 
Sbjct  42305  GTTTTACTTTCA-----AGC---TTTGGAACAA---TGTTAGTGTAAT-TTG----TGAC  
42348 
 
Query  42474  TGCTGTAACATGCCTTAATGTTCTATGTT-CGTTGTTAGATTCTTGACAATTACCGAACC  
42532 
              |  ||  | | |||  || |   ||  || |||| |||  ||| ||  | ||    |||  
Sbjct  42349  TTTTGATAAA-GCC--AAAGAAGTAACTTTCGTTCTTATTTTCATGTGACTTGT--AACA  
42403 
 
Query  42533  ATTCAATAGCTTCATTCTATATTCACTTATCTCATACGTGTACTTCATATG-TTGTT-TT  
42590 
              | | |  ||  ||| |  ||||  || |||  | ||| | | | |||| || || || || 
433 
 
Sbjct  42404  AGTTACAAG--TCAGTA-ATATA-ACCTATAACTTAC-TCTTCATCATCTGCTTCTTCTT  
42458 
 
Query  42591  ATGGTGTGTATAT-TGC-AATTGATGTCTGAGGTCAACATTTATA---ACATTGCAAAGT  
42645 
               || |    |||| ||  || |||| | | |     | |   | |   | || |  | || 
Sbjct  42459  TTGATCATAATATCTGTTAAGTGATCTTTCATAGAGAGAGAGAGAGAGAGATGGAGAGGT  
42518 
 
Query  42646  GTGCTTCAAACATTTGTAACATCTCGTCTTTTTTTAAATAAATTAAAAAGCATTT---TA  
42702 
              |||   |||     || | || | |  | |   | |      | ||| ||    |   || 
Sbjct  42519  GTGA--CAAGGTGATGAACCAACGCAACATGCATGATTGTCCTAAAACAGGTCCTGGCTA  
42576 
 
Query  42703  T--TTAAAAATAAATAGAGTTTT-TG-----AAAAATAATAAGATTTTTATAATTAA-AT  
42753 
              |  || |        ||   | | ||     ||| | | |    ||| | | | |   || 
Sbjct  42577  TCCTTCACCCCTGGCAGCCATGTCTGGTCCCAAAGAGACTCTCCTTTATGTCACTGCTAT  
42636 
 
Query  42754  AAATT-AGG----AAAAATAATTTTATTAATTAAAATAATAGTTTGAA--GGAAAATAAA  
42806 
                | | |||    ||||| || ||  |   |    |||   || ||||  ||  |||  | 
Sbjct  42637  CTACTCAGGTACCAAAAACAACTTGTTGTGTCTCTATAT--GTCTGAAAAGGCCAATTCA  
42694 
 
Query  42807  AAAGAATATTT-------TATTTATTCATTTGATAGGGAG-TAAAAATAGAATT------  
42852 
                 |  |  ||       ||  ||  |||| |  || ||| | || ||||  ||       
Sbjct  42695  ---GCTTCATTGGAGGAATAGATAGGCATTAGGCAGAGAGATCAAGATAGGTTTCTCAAG  
42751 
 
Query  42853  TTTTTTATAAAATAATAAAATAAAGAAAAGATAGAGTAAATAA-TAAATTG-AGAG-TAT  
42909 
              || ||  || ||  ||   |||  || | ||||  |  || || | |  || |||  ||| 
Sbjct  42752  TTGTTGTTACAAACATTTTATAT-GACATGATACTGGGAACAAGTGACATGTAGAAATAT  
42810 
 
Query  42910  CATATCTATAAATAGACATATTAGATTAGATTTTACACACAATATATTTCTACTGTTTCT  
42969 
              | ||||| |   |||   |||      ||| ||    ||   || |   | |   ||||| 
Sbjct  42811  C-TATCTCTTTCTAGTGCTATGCATGAAGACTTGGTGCAGCTTAAA---CAA---TTTCT  
42863 
 
Query  42970  TCCTTTCAAATTCGTTCTTTTTTCTCTTTCAAAATCTTTTCTTTTTTCCCACATATACTC  
43029 
                   |||||  |||    |||  |  ||  | || | |   ||  |     ||||  || 
Sbjct  42864  G----TCAAAA-CGTGTAGTTTGGTGATTTTATATATATATATTGGTGATGAATAT--TC  
42916 
 
Query  43030  AAACCTAT-CAGGTA----AAACTACAATCCTATACTCGTTAATCATGGAATTATCATGA  
43084 
              ||  | || |||| |    ||   | || |||  |||   |   ||  |        ||  
Sbjct  42917  AATTCAATGCAGGAACAGGAAGGGATAAGCCTG-ACTTTCTGGCCACAG--------TGG  
42967 
 
434 
 
Query  43085  AATTTGAACACCAAGTT-TCGAACTCATTTTCTCACATTC-CCATCGTTGGAATTTTTAA  
43142 
              |  | || |  |||| | || |||  |||  |  |  ||  |||| | |  |  | |    
Sbjct  42968  ATGTGGATC--CAAGCTCTCCAACGTATT--CAAAAGTTATCCATAGGTT-ACCTGTACC  
43022 
 
Query  43143  ATACTGTGGTGA-GAACAATGTCCCTCACAAGATGCTCTTCCTGCATA-CATCCAAACTT  
43200 
               || |  ||||| ||||  ||  ||      | ||   ||| ||||   | | | |     
Sbjct  43023  TTATTTAGGTGATGAAC--TGCACCATTTTGGGTGGAATTCATGCAGCTCTTGCTATGGA  
43080 
 
Query  43201  GTCCCATTAAAACTATG---ATCTCGGATTCATTAACCATTGAATCATTGTGAAATT-TA  
43256 
              |  |||| |  | |  |   || || |||||  || |  || | |  | || | ||  || 
Sbjct  43081  GATCCATCAGCAGTTCGGCGATATCTGATTC--TACC--TTCACTGGT-GTAAGATACTA  
43135 
 
Query  43257  AAAATCAGGTTTGAAACTCATTTTCTCACA-ATCC-----CACTGTTAGGATTTGTGAAA  
43310 
              || | |   |||| |  | | || | | || || |     |||    |  |  |   ||| 
Sbjct  43136  AACAGCCACTTTGGATTTTACTTGCACGCATATGCGCATGCACACACAC-ACATAACAAA  
43194 
 
Query  43311  CAATGTCTTCAGTTAGAGAAATGTCCCTCGCACG-GAGA-CGGAGACAGTGAAATATGGG  
43368 
              || || |    |||  |||| | || || |     || | |||      |||||     | 
Sbjct  43195  CACTGACAAG-GTTCAAGAACT-TCACTGGTGTAAGACATCGGTTTTCTTGAAAC----G  
43248 
 
Query  43369  TTATAATCATT---TCTCTTTTTCTCTAACGTTTGAAAATCCTAGGAAA-ATTT------  
43418 
                ||  | |||   ||   ||| |  ||   ||| | | ||  |||    ||||       
Sbjct  43249  AAATCCTTATTAAGTCAGATTTACCATA---TTTCAGA-TC--AGGCCGCATTTATGTGG  
43302 
 
Query  43419  -TGA-AGAATCTTAGGAAACCGCTAGAAACGTCGCTATCGTTGTCGGACTACACATGT-G  
43475 
               ||| | ||  | |  || ||      || ||| | ||| |||    || | |  ||| | 
Sbjct  43303  TTGACACAAGATCA--AATCC------AAGGTCTCCATCTTTGC---ACAA-AGTTGTTG  
43350 
 
Query  43476  AGCCTG----CTT-AGAGGTAAGA---GATGAGTTTAT-CGCA--------ATTGAGGTT  
43518 
              |||| |    | | | | ||||||   ||| || |||| | ||        ||||   |  
Sbjct  43351  AGCCAGAAGACATCATAAGTAAGACTGGATTAGCTTATGCACACACATCTCATTGTCTTG  
43410 
 
Query  43519  AGAATAAACATGTGTAGGGATCTTTA---GAAGATTAAATTTGAGTTTATTTTTGGATGT  
43575 
                  |    | ||   |   |||||    | |||| ||  | ||    | |   | | |  
Sbjct  43411  CTTCTGGTGACGTCATGATCTCTTTTCTTGGAGATAAAGATGGA----AATGCAGCAGGA  
43466 
 
Query  43576  TTATTGAATTACAATTCATCCTTTATGATTA---TAATT----ATGA-----------TA  
43617 
                | || ||| |  ||| ||||| || || |   |||||    | ||           || 
435 
 
Sbjct  43467  --AGTGGATTTC--TTC-TCCTTGATCATGAATTTAATTTGAAAGGAAGGTACCCTTTTA  
43521 
 
Query  43618  TTGTTGTGTTTGACGAAC-CAAT--TG-ATGTCCTGATGTGAAT-TGATTGATAAAATTG  
43672 
              | | |  | ||||  ||  |||   || || |   ||||| ||  || |   | |||||  
Sbjct  43522  TAGATTAGATTGAGAAATGCAAGAATGCATATTGGGATGTCAAAATGCTC--TTAAATTA  
43579 
 
Query  43673  --AGTGCTATTTGTTTTTGTATTT-TTTGCTTA----TGATTTTGATTCCT--TTGATTT  
43723 
                | | |||||  |||| | ||   |||  | |    || |||| ||| ||  || |    
Sbjct  43580  CCAATTCTATTCATTTTCGCATGCATTTAGTGAGACGTGGTTTTAATTGCTCTTTCAACA  
43639 
 
Query  43724  TG--TTATGATT----ATGTGAAATTGT-------TTGAAGGG--TTTTACTCCCCATG-  
43767 
              |   |||  | |    |||  |||| ||       | ||  |   |||||| | | |||  
Sbjct  43640  TCAATTAACAGTCTACATGGAAAATGGTGCAATCATAGATTGACATTTTAC-CACTATGC  
43698 
 
Query  43768  TGAGAAACATTTTTGTATAATTCGTTTGTGTTTTGGACAAAATTTATTATATTAGTGTGA  
43827 
              | |||||      ||  |||         |||||| | ||  |||| | ||  |   | | 
Sbjct  43699  TTAGAAA------TGACTAAA--------GTTTTGCAAAATGTTTAGTGTAGAATCATTA  
43744 
 
Query  43828  TA-AATTGTTATATTG-AGATTAT--AACAATGTGACT--GAGATTGAGC--GTATGTGA  
43879 
               | ||||||| ||| | ||  |||  |||||     ||  || | | |    ||| || | 
Sbjct  43745  AATAATTGTTTTATAGCAGCATATTCAACAAAAGTTCTACGAAACTAATGAAGTA-GTTA  
43803 
 
Query  43880  TAAATTGAGTGCGTGTTGAATTGTAAGATACATGTGTATTGAAATATTGTGTGCA---TT  
43936 
                | || ||||   | | | ||   || |||  ||   ||| | | ||| |  ||   || 
Sbjct  43804  CCATTTCAGTG---GATTATTTTCTAGTTACTAGT---TTGTA-TCTTG-GCACACATTT  
43855 
 
Query  43937  G--AGTTGTGAG----CTATGTACCGTACCACCACACGACTATAAGACCCTTTCAG--AA  
43988 
              |  || || |||    ||  | || || ||| ||   |  |||  |||   ||| |  |  
Sbjct  43856  GTTAGGTGGGAGAAACCTGGGCACAGT-CCATCATTTGGGTAT--GAC---TTCTGGTAC  
43909 
 
Query  43989  CGATGAGTTAATGTGCGACGAGTATTGTGATGAGAACCATTGTGGGAA-CTCGACGAGTT  
44047 
              | |  |    ||     | || |||   ||| ||  | ||  ||||   |||     | | 
Sbjct  43910  CAACCACAGCAT-----AAGACTAT---GATTAGCTC-ATCATGGGGTGCTCCTGCTGCT  
43960 
 
Query  44048  TAATCACTTTGAGGCGCGATGAGATAAAATTATTTTGA-GAACAATTGAGGAGTCGGGTG  
44106 
              |  ||||    |||    |    | |  ||   | ||| |  |  |   |||| |      
Sbjct  43961  T--TCACCAA-AGGTTTTAACTTACAGCATGTCTCTGATGGTCTTTATGGGAGGCA----  
44013 
 
436 
 
Query  44107  TTTTGTACA-GTTCATAAATAGAGTATAGGTG--CTAAAATATTTTCTAGGTTGGACCTG  
44163 
                 | |||| ||  | |  | |  |   ||||  || | | |      |  ||||||||  
Sbjct  44014  ---TCTACATGTATACAGCTGGCCTGGGGGTGAACTGAGACAA-----ACATTGGACCTT  
44065 
 
Query  44164  AATCAAGAGGGAGAGGTCCTAACGGACTCTTTAGAGTGTAGGCCTTAGGGGTAAATA-TA  
44222 
                |   |||  || ||| ||| |   || |  || ||  |   ||||    |||||| |  
Sbjct  44066  GGT---GAGTCAGGGGTTCTACC---CT-TGGAG-GTACATTGCTTAA---TAAATAATT  
44114 
 
Query  44223  CTCGGTTTGAATGTTCC-----TTGAAACC----TATGTTGATTT-CGTATGATTGAAGT  
44272 
              || |  ||  || ||||     ||  || |    |||||| || | | | ||||| ||   
Sbjct  44115  CTGGAGTT--AT-TTCCACCAATTATAAGCACTTTATGTTAATGTACTTGTGATTTAA--  
44169 
 
Query  44273  GTTCTCGCAAAACAGAGTGACCCTAACTA-AT-----CTCCTTATGATTTTATCTAGTGA  
44326 
                  ||  |||   |  || || |  ||| ||     |||  || |  | || || |||| 
Sbjct  44170  ----TCATAAATATGTTTGTCCTTTGCTACATTTTTTCTCTCTA-GCCTGTA-CTTGTGA  
44223 
 
Query  44327  GAGTGACCTGACTTACCAGTGTGTGGTTTATCTTGTCATATACTT---CTAGGCGCCCGA  
44383 
               ||| |  ||  |||  ||   ||||  ||  |||| |   ||||   |||   ||  |  
Sbjct  44224  -AGTAATATG--TTAA-AG---GTGGCATAATTTGTAAGCAACTTGTCCTAAATGCAGG-  
44275 
 
Query  44384  TGAGATTTTTCACTGACATGATACCACATTACATATAGGATTAAGTCTTAGTATATTT--  
44441 
              | || |||    ||| |||||| |  |   | ||| ||| ||        ||  |||    
Sbjct  44276  TAAGGTTT----CTG-CATGATCCTTCTAAAGATACAGGTTTCGTGGGGTGTGCATTGTC  
44330 
 
Query  44442  --GTTGCATA--ACGCTTGTGCATTGATCGATATTGATTGGTTGAGTGATATTGTGTTTC  
44497 
                ||  |||   ||| || | ||  || |||   ||| |  | |||| ||   | | | | 
Sbjct  44331  AAGTAACATGGTACGGTTTTTCAA-GACCGAGGATGAATCATGGAGTCAT---GAGGTAC  
44386 
 
Query  44498  GATCCTTGAGTAC-GTAAATAATGTGAAAATGTGTGAGATGTGTAGTGTTGAGATGTGAT  
44556 
                     |  ||  ||||| |||     ||||  | | || | |||    ||||    || 
Sbjct  44387  ACAAAAAGGATATAGTAAAAAATC----AATGCCTAA-ATTT-TAG----GAGA----AT  
44432 
 
Query  44557  GTTACACGATAAGTGATGGAATGATGTGAGCTATGTTTA-AGTAAGCTATATTTCATTTA  
44615 
                  || || |  | ||  ||| |   ||   | ||||| | | ||||||  |   |||| 
Sbjct  44433  ----CATGACATCTCATT-AATCA---GA---AGGTTTACATTCAGCTATTCTATTTTTA  
44481 
 
Query  44616  TATAATATGTATATCTACATATTGTCTCGTTTCTCTCTATTAGTTGGGAATGTGATAACT  
44675 
              | | ||   ||||     || |||    | |||   ||  |  |||| ||| |  |   | 
437 
 
Sbjct  44482  TTTCATTCCTATA-----ATTTTGG---GATTC---CTGGTTCTTGG-AATTTCCTTTTT  
44529 
 
Query  44676  CATTCCCTGTGTGCTGTTTGTGTTTGGATCTTGTGATGATCTCGAACCTTGTGTTCGTGG  
44735 
               |||  || |   || ||| | |    || ||||    ||||        ||| || |   
Sbjct  44530  AATTTTCT-TCACCT-TTTCTAT----ATATTGT----ATCT--------GTGCTCATAT  
44571 
 
Query  44736  GAGCAAACGACTAGATGGATTGCTTTAAGAAATCTTATGT--TGGAGGATGTCGGAACAA  
44793 
              ||   ||     |||||   |  |||    | |||  | |  |    ||| ||    ||  
Sbjct  44572  GAAATAATAG--AGATGATATAATTTTCATACTCTACTCTACTCATAGATATC----CAT  
44625 
 
Query  44794  AATGATCTAATAGAATGTGACATTGAGACATAAGTTTCTG--GTTTAATTGCATG-ATGT  
44850 
              | | || |  ||   ||| |  | |    ||  |||| ||  | || |    | | ||   
Sbjct  44626  ACTCATTTTGTAT--TGTCATCTGGT---ATGCGTTTGTGCAGCTTCAACCAAGGTATAA  
44680 
 
Query  44851  TGAGCCGAAAATGTTTCTCACAAATTTTATTTGGTAA-TAGTAAAGTGAATGTGAATACT  
44909 
              ||| |   ||   || | ||| |   | | || | |  | | ||  | |  |||||  |  
Sbjct  44681  TGATCAATAATACTTACACACTAGACTGACTTTGCAGGTTGCAATATCA--GTGAAACCA  
44738 
 
Query  44910  TTACCCACGTGAACTCTTATATGTTTAAAATAAAATCTCATTTTATATAATTCTATATTT  
44969 
              ||    | ||| |    |  ||  ||  |  ||   ||    ||||| | |     |||| 
Sbjct  44739  TTGA--AAGTGCAAAACTGGATTCTTCCAGAAATGCCTGGGCTTATA-ACTG----ATTT  
44791 
 
Query  44970  TCATATATTTTATTATTTAAATATGTATATCGAGGTAGAATGTGTAAGAGGATTTATACC  
45029 
              ||  |||| |  | ||    ||  || | |    |||   |||| ||  || || ||    
Sbjct  44792  TCTGATATCTCTTGATG---ATCGGTTTCT----GTACTTTGTG-AATTGGCTTCAT---  
44840 
 
Query  45030  TTATGGTTGCATTATGTGCATTACAAAAACATTTC--ACCCAAAAAAAAAAAGAAGAA--  
45085 
                  |||   ||||    || || ||   ||||    |||| |||||      |   |   
Sbjct  44841  ----GGTGATATTAGA--CAATATAA---CATTGAGGACCCTAAAAATCCTGTACTGACT  
44891 
 
Query  45086  GAAAAAATCAAATTCCATCCAGCATAATGGAACAAAGAAAG----ATTGGAGATGACAAG  
45141 
              |   || |   ||    |   | |  |    | |||| |||    || | ||    |||  
Sbjct  44892  GGCCAAGT---ATGGGTTGGGGGACTACTTCAGAAAGGAAGCCCTATAGTAG----CAAT  
44944 
 
Query  45142  AAACGGATAAT-TAATAC-----AATCATAGATCTT-------TCCT--TTAGTGCACTT  
45186 
              || || | |   ||||||     ||||   ||| ||       |||   || ||||| || 
Sbjct  44945  AACCGAAGATGGTAATACTTGGCAATCT--GATGTTCCAGACATCCAGGTTTGTGCAGTT  
45002 
 
438 
 
Query  45187  AATCTGCAAGCAGTAGTG-TGATATTCACTATTCAGTGTTAATTACTCAC-TGCCACAGG  
45244 
               | ||      | ||||| |  || |  | || |  |||| ||| ||||| ||      | 
Sbjct  45003  TAACTTTTGAAATTAGTGATTCTAGTGTC-ATGCT-TGTTGATTTCTCACATGTTTGGAG  
45060 
 
Query  45245  ATAATAAATCTTCCTTCAGA-GTATTAGTTATTAGAGGGCCTTTTGGAAATTTTCATATA  
45303 
               | ||   |  | ||| ||| ||| ||| ||| | ||   ||| || |   || ||| |  
Sbjct  45061  TTGAT---TGGTTCTT-AGATGTACTAGATATAATAGA--CTTGTGCA---TTACAT-TG  
45110 
 
Query  45304  ATTTCAAATTCAAAAGTTCCCATCAAGTTTAATGGACAACATAAGGATTATG-TGAAAAG  
45362 
               |  |   ||||||  ||    |||  |||       | | |  |  ||||| | ||| | 
Sbjct  45111  GTGCC---TTCAAACTTTTTG-TCACTTTTGTATTTTATCTTGTG--TTATGCTTAAACG  
45164 
 
Query  45363  GCGTGATTCAT-GAAC---AACCTTAAAGATGTT--TGCATGAAGATGTA---ATCAAGA  
45413 
                || | | || | ||   ||  ||  |    ||  ||  ||||| || |   ||||| | 
Sbjct  45165  TGGTAAATAATTGCACTTTAAATTTTGACCCTTTAGTGGTTGAAGGTGAAGAGATCAAAA  
45224 
 
Query  45414  GTCAGACCTACAACGATAATACTT-AGAGCAG--CCTC---TACTT----TGAG----GA  
45459 
               |   |  | ||  || |  | || ||||| |  ||||   |  ||    ||||    || 
Sbjct  45225  TTTTTAATTTCAGGGAAATAAGTTGAGAGCTGGCCCTCAGATGATTCAGTTGAGTCTGGA  
45284 
 
Query  45460  TT-TGAGGGGGGA---GGAAGA----CACCCTCCAGTTT-TACTATAAGC---TTCA-CC  
45506 
              |  | || ||| |   |  | |    ||| || ||||   |   |||| |   || | || 
Sbjct  45285  TGGTAAGCGGGTATATGTTACAAACTCACTCTTCAGTGCATGGGATAAACAATTTTATCC  
45344 
 
Query  45507  AGAGCC------------ACCAC-CAT--TACAAACTGGTTTGTCTCTCTGTAAA-GCTC  
45550 
              |||||             | | | |||  |||| | || | |   |  ||| ||| | |  
Sbjct  45345  AGAGCTTGTAGAGAAAGGATCCCACATGTTACAGATTGATGTTGATA-CTGAAAATGGTG  
45403 
 
Query  45551  CATTGGAAATGTA---TGATCTCTTC--TG-CTCCAGA----AACCTTCGGCTTATTTCA  
45600 
                 || ||||  |   | || ||||   || ||   ||    | |||  || |   | |  
Sbjct  45404  GTCTGAAAATTAACCCTAATTTCTTTGTTGACTTTGGAGCTGAGCCTGGGGGTCCCTGCC  
45463 
 
Query  45601  GACTCCATCA----ACAGCTCATCTTCTCGATTGCA-TTCAGCTAT--GGAACCATT-GC  
45652 
                  |||| |    | |  || |  |   || |||| ||||| |||  |||   | | || 
Sbjct  45464  TTGCCCATGAGATGAGATATCCTGGTGGTGACTGCACTTCAGATATATGGATTTAATAGC  
45523 
 
Query  45653  -ATG-TGCTTGCATGACTT--TTCAATGAGAGCACGGTGCAGCTGG-TGAAATGCATAGA  
45707 
               ||| | |||| | | |    | |||     |||   | ||  ||  | |||| | |||  
439 
 
Sbjct  45524  TATGCTACTTG-AGGCCAGGCTACAA-----GCAATATCCATGTGAATAAAATCCTTAGT  
45577 
 
Query  45708  GCTGAAGAGCATGAAGTAGC---------AGAAACAAACAA--GTCTAATGGTGGATGAT  
45756 
               ||  |  | ||  || ||          | ||| ||| ||  ||   ||  || ||||| 
Sbjct  45578  CCTAGAATGAATCGAGGAGGGCTAATGTTATAAATAAATAATAGTTGCATA-TGTATGAT  
45636 
 
Query  45757  T-TTGAGGCCATTCTTCT---GTTCTGTGTCTTGGATTGG-ATGTACCCTTCCTTCCACT  
45811 
                |||    |||| |  |   ||| |         ||||  |||||   |||  | |  | 
Sbjct  45637  GGTTG----CATTGTAATAAAGTTAT---------ATTGTCATGTAGTTTTCAGTACTTT  
45683 
 
Query  45812  CTCCACTAAGAAGCACTATATAGAGAATATTATAATATATGACACCACCTTTTTGAAAAG  
45871 
              ||| | | | |  ||   || | ||  | || |    ||||| |  |   | |||   |  
Sbjct  45684  CTC-ATTTACAT-CATCCTAAACAG--TGTTCTC---TATGAAATAAA--TCTTGCTCAC  
45734 
 
Query  45872  GTGCAAGTTGCATTAGTGATAAGCTGATAGAGCGCACTTCACCAAACCTTTTGGAC-AAC  
45930 
               | |||     ||| | | |   ||||| |||   |  || | |      |||||  ||| 
Sbjct  45735  CTACAAA----ATTTGGG-TCTTCTGATTGAGTAAA--TCTCTA------TTGGAGTAAC  
45781 
 
Query  45931  AAGGAA-ATTATGTTATTTTCCATGTGCTACAGATGATTTTTTTTC---TCTTTTCTGTG  
45986 
              |    | ||||  |    || | || | | |  ||||||||  |||   || |   |||| 
Sbjct  45782  ATTCTAGATTAA-TGGCCTTACTTGGGATTCT-ATGATTTTCATTCACATCATGAATGTG  
45839 
 
Query  45987  AAGACTTCTGATTTACTCTGCTAATAAGCGATTGCATATGTATGAGAT---AACTGAG--  
46041 
                | |  ||  | |||  ||||  |   |  ||| || | | ||| ||   |||  |    
Sbjct  45840  CTG-CACCT--TCTACGTTGCTTGTTCCCATTTGAATGTATTTGAAATCACAACCCAACC  
45896 
 
Query  46042  --ATTAGGTTGCTCTTGGAAGATAAAATTCT-----AAT--ATGTCTCAAGTATATTGTA  
46092 
                || |  || |  |   | |||  | ||||     |||  ||| | ||| || ||| || 
Sbjct  45897  AAATCA--TTTCAAT---ATGATGTACTTCTTAACAAATCAATG-CACAAATA-ATTTTA  
45949 
 
Query  46093  TACTATAAATATAGAG-TAAT----TAAAAATTC-CATACCAAA-TAAGACTTTTTTGTT  
46145 
                | ||||||  |||  | ||    | || |||| | |    || | | |       |   
Sbjct  45950  ATC-ATAAATTCAGAACTTATGCAGTGAATATTCTCGTTGTTAAGTTATAAGGGGCGGGG  
46008 
 
Query  46146  AGTACCCCATAT-TGAAAAAATATGTATAGAAAACATGTGGTTGGTTGTGGCATCTGAAT  
46204 
               | | |  |||| ||  |   |  |||||  || | | |||||   ||||   | ||| | 
Sbjct  46009  GGAATCTTATATATGTGATTTTTGGTATATGAA-CGTTTGGTT---TGTGAATTGTGATT  
46064 
 
440 
 
Query  46205  AT--GATGATATTTTTTTGGTTCTTAGTTTTGTCCCTCCTTTGGTA---AAATCTAAG--  
46257 
               |  |||| ||  || | ||     |  || |||  || | ||||    ||  ||||    
Sbjct  46065  GTCAGATGGTAACTTGTAGGGC---ACCTTGGTCATTCATGTGGTGTTGAAGACTAATAA  
46121 
 
Query  46258  TTCATAAAAATTTG---TGCAAA-ATGATGGGAGTAAATAGTTACTTA---------ACT  
46304 
              |||||   |||| |   | |||  ||  ||  | | | | ||  || |         ||| 
Sbjct  46122  TTCATTCTAATTAGGACTCCAACTATTTTGAAAATGACT-GTGGCTCATTTGGATGGACT  
46180 
 
Query  46305  GTTTTAGCTAA-----GTTTCTTATTTGAAGCCCTTACCC------TTAACACAC--ATT  
46351 
               || ||  |||     ||||  || ||   |   ||| |       |||  |||   ||| 
Sbjct  46181  TTTGTAAATAACCTCTGTTTGGTAATTAGTGGAATTATCTATGAGATTATAACAGTTATT  
46240 
 
Query  46352  T-AAGTATAC-ATGA----AAACAAATGTGGCGTTGGGTGAATAGGATTATAGGAAGGGT  
46405 
              | ||  |||| || |    |||| || |      |   |||    ||||    |||     
Sbjct  46241  TCAACAATACCATTACTTAAAACTAAAGAAAAAATAAATGA----GATT----GAACAAC  
46292 
 
Query  46406  ATTATCATGGCAAAAGAAAAAGGAGAGAACAGAGGCAAAGGTGTGTGTGTTGATATAATC  
46465 
              ||||| || | |  | |      ||     ||||  ||| || ||||||   |  |||   
Sbjct  46293  ATTATGATAGAATCA-ACTTTCTAGTTTCTAGAG--AAAAGT-TGTGTGCAAAATTAAGT  
46348 
 
Query  46466  A--TACATCTAAAA-TATTTGGTA---CATATTCCTCGAAGTTGCC-CCACCTA------  
46512 
              |  |  |  | ||  ||||   ||   | ||||||     || ||| || || |       
Sbjct  46349  AGTTGGAGGTGAACCTATTCCTTATGCCTTATTCC-----GTGGCCACCTCCAATGGTTC  
46403 
 
Query  46513  --AACTCTCAGTCTTC---TATCAG-AC----AATGGAC---CTCAAC----ATAC-AGT  
46554 
                |  ||||| | |||   ||| || ||    |||||||   || |||    | || ||| 
Sbjct  46404  TCATTTCTCATTTTTCAAGTATTAGCACTATAAATGGACAGACTTAACCCCAAAACCAGT  
46463 
 
Query  46555  TGTGGTGGGATCCCTATGGATT-TCGGGATTTA--CTTTGA-CTCTAATAAAACGAAGAC  
46610 
                  |    || |  |||  || |  ||| | |  |  | | || |  | ||  |  ||  
Sbjct  46464  ACCAGAAA-ATGCA-ATGATTTGTAAGGAATGAAGCAGTAAGCTTTTGTGAAGGGTGGAA  
46521 
 
Query  46611  ATGACTTTGAGTTCC-----TTTCACA------CCAATAT--CAAATTATTGCACTC--A  
46655 
              |||     ||||  |     | ||| |      | || |   ||||  | | || |   | 
Sbjct  46522  ATG-----GAGTCTCAAAAATCTCAAAATCATGCTAAAAAGGCAAACAAGTACATTATTA  
46576 
 
Query  46656  TGGAAATTGTAAAGCCAAGGATGGTTCCA---AGCATTTACTTAATTTCTTCCTCCATTA  
46712 
              ||||| ||   ||||  |  || |  |||   ||||   |||      || || |||  | 
441 
 
Sbjct  46577  TGGAAGTTACCAAGCGCAACATAGCACCATGTAGCAAAAACTGC----CTACCGCCAGCA  
46632 
 
Query  46713  TTTTAGTTTAATTACA-CAAAG--TGGCACACACT--GCAAAGGTT-----TGAATT-TT  
46761 
              |   |   |  ||||| || ||  ||   ||   |  ||||| |       |||| | || 
Sbjct  46633  TCAAA---TCCTTACAACAGAGGATGCTCCAGGATATGCAAATGCAGAAAATGAAGTCTT  
46689 
 
Query  46762  CACACCTTGCAT-----AGCAT-------TCTTGGAAGCATTTCTCATCAATAATAT---  
46806 
              ||   | | ||      || ||       || |  |   |||| |||||  | ||||    
Sbjct  46690  CAGTTCGTTCAATGGGAAGAATAAGGAAATCATATACCTATTTTTCATCTTTTATATTTA  
46749 
 
Query  46807  -GAACTAGT----------TTGCT-----TCAACCTGATACTGTGTTTGGATAAG--TAC  
46848 
               | | | ||          ||| |     |   ||||    ||||| | | |  |  | | 
Sbjct  46750  TGCAGTCGTCTATGATGAATTGATGAGTGTTTTCCTGGCCATGTGTGTTGTTTTGGCTTC  
46809 
 
Query  46849  TACTATTTTACATCGAGACAA--ATGCAGGCTTCAATAGTAGCAAACAATTTG--GACTT  
46904 
              | || | | |   | ||| ||  || |||||  ||||| ||   |||  | |   ||| | 
Sbjct  46810  TGCTTTGTAAACACAAGATAATAATACAGGCA-CAATAATA---AACTGTATAATGACAT  
46865 
 
Query  46905  GGCAATAATTTATTTTCATATATTTAACATGATAAAAACAAAATAGGGTAG--TGAAGTT  
46962 
              |   || | |   |||| |    | ||   | ||| || ||| |    |||  || || | 
Sbjct  46866  GAAGATCAATATCTTTCTT----TGAA---GCTAAGAA-AAATTGTTATAGCATGTAGCT  
46917 
 
Query  46963  TTTTTTTTTTTGC-AC----GTAGGACAC--AACAATTTTTTT-TATGGACACAGTTTGT  
47014 
                |||| || | | ||    ||  | ||   | |||||||||  |||   || | | | | 
Sbjct  46918  ACTTTTGTTGTCCCACAAATGTGTGGCATGGAGCAATTTTTTAATATATTCAAAATATTT  
46977 
 
Query  47015  ATTCATTTAGGAGGTTCAAATGATCAGAGGGTTTTTGTAAAGTGGGACAAAGGGGTTTGA  
47074 
              |||  ||  |||   || |  |   | |    |||| | |||||      || |  |  | 
Sbjct  46978  ATT--TTGTGGAC--TCGACAGTCTACATCTATTTTATGAAGTGT-----AGTGAATCCA  
47028 
 
Query  47075  TGTTGGATTCACTA-----CACTTCATAAAATAGATGTAGACTGTCGAGTCCACAAAATA  
47129 
                 |  |  | ||      ||||| | ||||    | |   |  | ||  |  | ||||  
Sbjct  47029  ACATCAAACCCCTTTGTCCCACTTTACAAAAACCCTCTGATCATTTGAACCTCCTAAATG  
47088 
 
Query  47130  AATAT----TTTGAATATATTAAAAAATTGCTCCATGCCACACATTTGTGGGACAACAAA  
47185 
              ||||     | ||   |||  ||||||||  |   || |  || |  |    | || ||| 
Sbjct  47089  AATACAAACTGTGTCCATAAAAAAAAATTATTG--TGTCCTACGT--GCAAAAAAAAAAA  
47144 
 
442 
 
Query  47186  AGTAGCTACATGCTATAACAATTT-TTCTTAGCTTC--AAAGAAA-GATATTGA--TCTT  
47239 
              |  | || ||  |||    | ||| || ||| | |   ||| | | || | | |  | || 
Sbjct  47145  AAAAACTTCA--CTACCCTATTTTGTTTTTATCATGTTAAATATATGAAAATAAATTATT  
47202 
 
Query  47240  --CATGTCATTATACAGTTT---ATTATGGT-GCCTGTATTATTATCTTGTGTTTACAAA  
47293 
                || |||   ||   ||||   | ||| |  ||||| |||  | ||| |   | | | | 
Sbjct  47203  GCCAAGTCCAAATT--GTTTGCTACTATTGAAGCCTGCATT--TGTCTCGATGTAAAATA  
47258 
 
Query  47294  GCAGAAGCCAAAACAACACACATGGCCAGGAAAACACTCATCAATTCATCATAGACGACT  
47353 
              | || | |  |  ||| |||||    ||||   |     | |||          || | | 
Sbjct  47259  GTAGTA-CTTATCCAA-ACACAGTATCAGGTTGA-----AGCAA----------ACTAGT  
47301 
 
Query  47354  GCATAAATATAAAAGATGAAAAATAGGTATATGATTTCCTTATTCTTCCCATTGAACGAA  
47413 
               ||||  |||    ||||| ||||   |  | || | |  ||| |         || |   
Sbjct  47302  TCATAT-TATT---GATGAGAAATGCTTCCAAGAATGC--TATGC---------AAGGTG  
47346 
 
Query  47414  CTGAAGACTTCATTTTCTGCATTTGCATATCCTGGAGCATCCTCTGTTGTAAGGA---TT  
47470 
               |||| | ||||       | ||||||     ||   ||  || ||| ||||  |   |  
Sbjct  47347  -TGAAAA-TTCAAA-----CCTTTGCAGTGTGTGC--CA--CTTTGT-GTAATTAAACTA  
47394 
 
Query  47471  TGATGCTGGCGGTAGGCA----GTTTTTGCTACATGGTGCTATGTTGCGCTTGGTAACTT  
47526 
                ||  ||| || ||  |    ||   ||||   |||  | ||  |  ||||   || || 
Sbjct  47395  AAATAATGGAGGAAGAAATTAAGTAAATGCT---TGGAACCATCCTTGGCTTTACAATTT  
47451 
 
Query  47527  CCATAATAATGTACTTGTTTGCCTTTTTAGCATGATTTTGAGATTTTTGAGACTCCATTT  
47586 
              |||| |   || | |  ||||   | || |  |||      ||  |   || |   || | 
Sbjct  47452  CCATGAG--TGCAATAATTTGA--TATTGGTGTGAAAG---GAACTCAAAGTC---ATGT  
47501 
 
Query  47587  CCACCCTTCACAAAAGCTTACTGCTTCATTCCTTACAAATCATTGCATTTTCTGGT--AC  
47644 
              |  |  || |  | || | |  |  | | |||  | ||  ||| |   |  |      || 
Sbjct  47502  CTTCGTTTTATTAGAG-TCAAAG--TAAATCCCGA-AATCCATAGGGATCCCACCACAAC  
47557 
 
Query  47645  TGGTTTTGGGGTTAAGTCTGTCCATTTATAGTGCTAATACTTGAAAAATGAGAAATGAG-  
47703 
              ||  | ||   || ||   |||||||    || || |||   ||| | |||||  | ||  
Sbjct  47558  TG--TATG---TTGAG---GTCCATT----GT-CTGATA---GAAGACTGAGAGTTTAGG  
47601 
 
Query  47704  ------AACCATTGGAGG--TGGCCACGGAATAAGGCATAAGGA--ATAGGTTCACCTCC  
47753 
                    |||  || ||||  |    ||  ||||    | | | |  ||    ||| | |  
443 
 
Sbjct  47602  TGGGGCAAC--TTCGAGGAATATGTACCAAATATTTTAGATGTATGATTATATCAACACA  
47659 
 
Query  47754  AACTACTTAATTT-TGCACACAACTTTT-CTCTAGAAACTAGAAAGTTGATTCTATCATA  
47811 
               ||  |||    | ||  | |  ||||| || | |  |  | ||      | |||| ||  
Sbjct  47660  CACACCTTTGCCTCTGTTCTCTCCTTTTTCTTTTGCCATGATAATACCCTTCCTATAATC  
47719 
 
Query  47812  ATGTTGTTCAATCTC---ATTTATTTT-TTCTTTAGTTTTAAGT-----AATGGTATTG-  
47861 
               | ||   | | | |   |||| |||| || | || ||  | ||     || ||||  |  
Sbjct  47720  CTATTCACCCAACGCCACATTTGTTTTCTTGTATACTTAAATGTGTGTTAAGGGTAAGGG  
47779 
 
Query  47862  -TTGAAATAACTGTTATAATCTCATAGATAATTCCACTAATTACCAAACAGAGGTTATTT  
47920 
               || ||||||       || ||  ||| |||  |   ||| || |          ||||| 
Sbjct  47780  CTTCAAATAAG------AAACT--TAGCTAAAACAGTTAAGTAAC----------TATTT  
47821 
 
Query  47921  ACAAAAGTCCATCCAAATGAGCCACAGTCATTTTCAAAATAGTTGGAGTCCTAATTAGAA  
47980 
              ||     |||   ||            |||||||  | | | ||          |||    
Sbjct  47822  AC-----TCC---CA------------TCATTTTGCACAAATTT----------TTA---  
47848 
 
Query  47981  TGAATTATTAGTCTTCAACACCACATGAATGACCAAGGTGC---CCTACAAGTTACCATC  
48037 
              |||| |  |||  || |   ||| | ||  ||| ||  |     || | || ||| |||| 
Sbjct  47849  TGAACT--TAGATTTTA---CCAAAGGAGGGACAAAACTAAGAACCAAAAAATTATCATC  
47903 
 
Query  48038  TGACAATCACAATTCACAA---ACCAAACGTTCA-TATACCAAAAATCACATATATAAGA  
48093 
                | | ||| ||  |||||   |||| | |||   |||||  |   |  || ||||  |  
Sbjct  47904  --ATATTCAGAAGCCACAACCAACCACATGTTTTCTATACATATTTTTTCA-ATATGGGG  
47960 
 
Query  48094  TTCCCCCCGCCCCTTATAACTTAACAACGAGAATATTCACTGCATAAGTTCTGAATTTAT  
48153 
              | |   |       | | | ||   |  ||  || || |    || | | ||  |||||| 
Sbjct  47961  TACTAACAAAAAAGTCTTATTTGGTATGGA--ATTTTTA----ATTACT-CTATATTTAT  
48013 
 
Query  48154  GAT-TAAAAT-TATTTGTG-CATTGATTTGTTAAGAAGTACATCAT---ATTGAAA--TG  
48205 
                | || ||| || ||| | |||  |||     |||| |  ||| |   |  | ||  |  
Sbjct  48014  AGTATACAATATACTTGGGACAT--ATT-----AGAATTTTATCTTCCAAGAGCAACCTA  
48066 
 
Query  48206  ATTTG-GTTGGGTTGTGATTTCAAATGCATTCAAATGGGAACA-AGCAACGTAGAAGGTG  
48263 
              || |  |||    | | ||  || ||||| ||   |   | || || ||   || ||    
Sbjct  48067  ATCTCAGTTA---TCTCATA-CATATGCAATCGCTTATTAGCAGAGTAAATCAGTAGT--  
48120 
 
444 
 
Query  48264  CAGCACATTCATGATGTGAATGAAAATCATA-GAATCCCAAGTAAGGCCAT-TAATCTAG  
48321 
              |  ||||   | ||   |||  ||||||||  | | | || | ||    |  |||| |   
Sbjct  48121  CTTCACAGAAAAGA---GAAAAAAAATCATCTGTAGCACATGGAAAATAACATAATTTCC  
48177 
 
Query  48322  AATGTTACTCCAATAGA------GATTTAC--TCAATCAGAAGACC-CAAATT----TTG  
48368 
                ||||  ||||| ||       ||  | |  || |||||   | | | |||     ||| 
Sbjct  48178  T-TGTTG-TCCAAAAGGTTTGGTGAAGTGCGCTCTATCAGCTTATCACTAATGCAACTTG  
48235 
 
Query  48369  TAGGTGAGCAAGAT--TTATTTCACAGAGAACACTGTT-----TAGGATGATG-TAAATG  
48420 
               |  |   ||| |   |  | ||| | |  | | | ||     ||   || |  | | || 
Sbjct  48236  CACCTTTTCAAAAAGGTGGTGTCATATATTATAATATTCTCTATATAGTGCTTCTTAGTG  
48295 
 
Query  48421  -AGAAAGTACGGAAAACTACATGACAATATAACTTT-ATTACAATGCAAC--CATCATAC  
48476 
               |||  | | ||||   |||||  ||||  ||     |  |||    ||   | ||| |  
Sbjct  48296  GAGAGTGGAAGGAAGGGTACATC-CAATCCAAGACACAGAACAGAAGAATGGCCTCAAAA  
48354 
 
Query  48477  ATATGCAACTATTAT--TTATTTATAACATTAGCCCACCTCGATTCATTCTAGGACTAAG  
48534 
                || || | ||||   || ||| |    ||   | || || || |  |  ||  ||| | 
Sbjct  48355  TCATCCACC-ATTAGACTTGTTTGT----TTCTGCTACTTC-ATGCTCTTCAGCTCTATG  
48408 
 
Query  48535  GATTTTATTCACATGGATATTGCT-----TGTAGCCTGGCCT-CAAGTAGCATAGCTATT  
48588 
               |||| |  ||  || |   ||||     || |   |  | | |||| | ||| || ||  
Sbjct  48409  CATTTCAC-CAGCTGCACCGTGCTCTCATTGAAAAGT--CATGCAAGCA-CAT-GCAATG  
48463 
 
Query  48589  AAATCCATATATCTGAAGTGCAGTCACCACCAGGATATCTCATCTCATGGGCAAGGCAGG  
48648 
                 ||||||   ||||| |||| |||  |  | ||  | |    | ||||     | |   
Sbjct  48464  GT-TCCATAG--CTGAA-TGCAATCAAGAAGATGAGCTGT----TGATGGAGTCTGAAAT  
48515 
 
Query  48649  GACCCCCAGGCTCAGCTCCAAAGTCAACAAAGAAATTAGGGTTAATTTTCAGACCACCAT  
48708 
               | ||  ||| |    ||   || ||   |||| || |   |  |||| ||    | | | 
Sbjct  48516  AAGCCGAAGGTT----TCTGGAG-CAG--AAGAGATCA---TACATTTCCAATGGAGC-T  
48564 
 
Query  48709  TTTCAGTATCA-ACATCAATCTGTAACATGTGGGATCCTTTCTCTACAAGCTCTGGATAA  
48767 
              || |||    | | | || | |||||  ||  ||   ||  ||    |||||     ||| 
Sbjct  48565  TTACAGAGAGACAAACCAGTTTGTAA--TGGTGGTGGCT--CTGGTGAAGCTTATAGTAA  
48620 
 
Query  48768  AATTG---------TTTATCCCATG-CA----CTGAAGAGT-GAGTTTG---TAACATAT  
48809 
              || ||         ||  ||||    ||    || || ||| |||  ||   |||  ||| 
445 
 
Sbjct  48621  AACTGGAGGGTGTCTTCCTCCCCCCTCAAATCCTCAA-AGTAGAGGCTGCTCTAAG-TAT  
48678 
 
Query  48810  ACCCGCTTACCATCCAGACTCAACTGAAT-CATCTGAGGGC---CAGCTCTCAACTTATT  
48865 
                 || |     ||  |||||   ||| | |||||    ||   || || | |  || || 
Sbjct  48679  TATCGTTGTAGGTCT-GACTCT--TGATTACATCTTCATGCAAACATCTTTAAGGTTGTT  
48735 
 
Query  48866  TCCCTGAAATTAAAAATTTTGA-----TC----TCTTCACCTTCAACCACTAAAGGGTCA  
48916 
                | |||| | |    |||| |     ||    | ||  || | ||  |||  | ||  | 
Sbjct  48736  --CATGAA-TCACGCCTTTTCACATAATCCTTATGTTGTCCATTAA--ACTTGATGGGAA  
48790 
 
Query  48917  AAATTTAAAGTGCAATTATTTACCACGTTTAAGCATAACACAAGATAAAATACAAAAGTG  
48976 
                 || ||  || |||||| |   |  ||    || ||  |    ||| |   || | |  
Sbjct  48791  CTTTTGAATTTGAAATTATATGAAAATTTC---CAAAAGGCCCTCTAATAACTAATACTC  
48847 
 
Query  48977  ACAAA-AAGTTTGAA--------GGCACCAATGTAATGCACAA-GTCTATT--ATATCT-  
49023 
                ||  ||| || |         ||||   | |||||  |||  |  || |  |||||   
Sbjct  48848  TGAAGGAAGATTTATTATCCTGTGGCAGTGA-GTAATTAACACTGAATAGTGAATATCAC  
48906 
 
Query  49024  AGTACATCTA--AGAACCAATCAACTCCAAACATGGGAGAAATCAACAA--GCATGACAC  
49079 
              | |||  ||   |||   | |  |||  |||    ||| | ||| |  |  | || | |  
Sbjct  48907  ACTACTGCTTGCAGATTAAGTGCACT--AAA----GGAAAGATCTATGATTGTATTA-AT  
48959 
 
Query  49080  TA---GAATCAC-TAATTTCAAAAGTTAAACTG---CACAAACCTGGATGTCTGGAACAT  
49132 
              ||   |  ||   | || || ||  ||    ||   ||  |  || ||||    |||  | 
Sbjct  48960  TATCCGTTTCTTGTCATCTCCAATCTTTCTTTGTTCCATTATGCTAGATG----GAATTT  
49015 
 
Query  49133  CAGATTGCCAAGTATTACCATCTTCGGTTA------TTGCTACT----ATAGGGCTTCCT  
49182 
               |  ||  |   | ||    | || ||| |      ||| || |    |||  ||  ||  
Sbjct  49016  GATTTTTTCTTCTTTTTT--TTTTGGGTGAAATGTTTTGGTAATGCACATAATGCAACCA  
49073 
 
Query  49183  TTCTGAAGTAGTCCCCCAACCCATACT---TGGCCAGTCAG---TACAGGAT------TT  
49230 
              |   | |  | ||| |  || ||| ||   | |  |  ||    || |  ||      |  
Sbjct  49074  TAAGGTATAAATCCTCTTACACATTCTACCTCGATATACATATTTAAATAATAAAATATA  
49133 
 
Query  49231  TTAGGGTCCTCAATGTTATAT--TG----TCTAATATCACCATG-AAGCCAATTCAC---  
49280 
              | |   |    |||  ||||   ||    | || | | | |||  |||  | |||||    
Sbjct  49134  TAAAAATATAGAATTATATAAAATGAGATTTTATTTTAAACATATAAG--AGTTCACGTG  
49191 
 
446 
 
Query  49281  ---AAAGTA--CAGAAAC------CGATCATCAAGAGATAT----CAGAAAATCAGTTAT  
49325 
                 ||||||  || |  |      | || |||||   | ||    ||||||  || || | 
Sbjct  49192  GGTAAAGTATTCACATTCACTTTACTATTATCAAATAAAATTTGTCAGAAA--CATTT-T  
49248 
 
Query  49326  AAGCCCAGGCATTTCTGGAAG-AATCCAG----TTTTG---CACTTTCA-ATGGTTTCAC  
49376 
                || ||  |||   || ||  || ||||    || ||   || | ||| ||  | |||  
Sbjct  49249  CGGCTCAA-CATCA-TGCAATTAAACCAGAAACTTATGTCTCAATGTCATATTCTATCAG  
49306 
 
Query  49377  -TGAT---ATTGCAAC---CTGCAAAGTCAGTCTAGTGTGTAAGTATTATTGATCATTAT  
49429 
               | ||   ||| | ||   || |||  | ||  |  | |  ||| |  ||  |||  ||  
Sbjct  49307  ATCATTTTATTCCGACATCCTCCAACATAAGATT--TCTTAAAGCA--ATCCATC--TAG  
49360 
 
Query  49430  ACCTTGGTTGAAGCTGCACAAACGCA---TACCAGATGA---CAATATAAAATGAGTATG  
49483 
               | || | |     | ||||||| ||   | | |||| |   ||| ||  ||  |      
Sbjct  49361  TCATTTGCT-----TCCACAAACACAAGGTTCGAGATCATCACAAGATCCAAACA-----  
49410 
 
Query  49484  GATATCTATGAGTAGAGTAGAGTATGAAAATTATATCAT-CTCTATTATTTCATATGAGC  
49542 
                   | |  || | |  || | ||||   ||||  ||| | | | || |  |   |||  
Sbjct  49411  -----CAAACAGCATACAAG-GAATGAG--TTATCACATTCCCAACTAATAGA---GAGA  
49459 
 
Query  49543  ACAGATACAATATATAGAAAAGGTGAAGAAAATTATAAAGGAAAT-----TC-CAAGAAC  
49596 
              |  || ||||||| |||| |   |  | |  || ||||| |||||     || |   ||| 
Sbjct  49460  AACGAGACAATATGTAGATA---TACATATTAT-ATAAATGAAATATAACTCACTTAAAC  
49515 
 
Query  49597  --------CAGGAATCCCAAAATTATAG-GAA---TGAAAT---AAAAATAGAATAGCTG  
49641 
                      ||  | |||   | |||| | | |   | | ||   || | || |  | ||  
Sbjct  49516  ATAGCTCACATCATTCCATCACTTATCGTGTAACATCACATCTCAACACTACAC-ATCTC  
49574 
 
Query  49642  AATGTAAACCTTCTGATTAATGAGATG-TCATGATTCT---CCTAAAAT---TTAGGCAT  
49694 
              |    | |  |||  |||| | |  || ||| |  ||    |  || ||   | |  ||  
Sbjct  49575  AC---ACATTTTCACATTATTTACGTGCTCAAGGATCGAAACACAATATCACTCAACCAA  
49631 
 
Query  49695  TGATTTTTTACTA-TATCCTTT--TTGTGTACCTCATGACTCCATGA-TTCATCCTCGGT  
49750 
              | | | |  || | ||  |     || || | |  || |  | | || || |||||   | 
Sbjct  49632  TCAATATCGACCAATACACAAGCGTTATGCAACAAAT-ATACTAAGACTTAATCCTATAT  
49690 
 
Query  49751  CTTGAAAAACCGTACCATGTTACTTGACAATGCACACCCAACGAAACCTGTATCTTTAGA  
49810 
               |   ||    ||| ||||| | |  | ||| | || |   ||   |||        ||| 
447 
 
Sbjct  49691  GT---AATGTGGTATCATGTCAGTGAAAAAT-CTCATCAGGCG---CCT--------AGA  
49735 
 
Query  49811  AGGATCATG-CA-GA--AACCTTAC-CTGCATTTAGGACAAGTTGCTTACAAATTATGCC  
49865 
              || || ||| || ||  ||||  || |||    || | || ||  ||  ||    ||    
Sbjct  49736  AGTAT-ATGACAAGATAAACCACACACTGG---TAAGTCAGGTCACTCTCATTAGATAAA  
49791 
 
Query  49866  ACCTTTAACATATTACTTCACAAGTACAGGCTA----GAGAGAAAAAATGTAGCAAAGGA  
49921 
              | | | |  | |||| ||   | |  ||  |||    | ||||| |  |  | || | || 
Sbjct  49792  ATCATAAGGAGATTAGTT---AGGGTCACTCTATTTTGCGAGAACACTTCAATCATACGA  
49848 
 
Query  49922  CA--AACATA--TTT--ATGA---TTAAATCACAAGTACATTAACA--------------  
49958 
               |  ||||||  |||  | ||   || || | | |||| ||| ||                
Sbjct  49849  AATCAACATAGGTTTCAAGGAACATTCAAAC-CGAGTATATTTACCCCTAAGGCCTACAC  
49907 
 
Query  49959  --TAAAGTGC---TTA--------------TAATT--GG--------AGGAAATAACT--  
49987 
                ||||| |    |||              | |||  ||        || |||||  |   
Sbjct  49908  TCTAAAGAGTCCGTTAGGACCTCTCCCTCTTGATTCAGGTTCAACCTAGAAAATATTTTA  
49967 
 
Query  49988  ----CCAGAAT-TATTTA                 50000 
                  ||||| | ||||||                
Sbjct  49968  GCACCCAGACTCTATTTATGAACTGTACAAAAC  50000 
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Query  50001    TTGAG----CAATGTACCTCCAAGGGTAGAACCCCTGACTCACCAAGGTCCAATGTTT  
50054 
                | ||     ||||    ||| ||    | ||    |  |||| |  |   ||| ||   
Sbjct  50001  ACTCGACTCCTCAATTGTTCTCAAA----ATAATTT-TATCTCATCGCGCCTCAAAGTGA  
50055 
 
Query  50055  GT---CTC----AGTTCACCCCCAGGC---CAGCTGTATACATGTAGATGCCT--CCCAT  
50102 
450 
 
               |   |||    ||||  | |   ||    || |   ||||  || |     |  | ||| 
Sbjct  50056  TTAAACTCGTCGAGTTTCCACAATGGTTCTCATCACAATACTCGTCGCACATTAACTCAT  
50115 
 
Query  50103  -------AAAGACCATCAGAGACATGCTGT---AAGTTAAAACCTTTGGTGAAAGCAGCA  
50152 
                     ||||    | | || | ||  ||   | | || |    |   | ||| |  || 
Sbjct  50116  CGTTCTGAAAGGGTCTTATAGTCGTGTGGTGGTACGGTACA----TAACTCAAAACTCCA  
50171 
 
Query  50153  GGAGCACCCCATGATGAGCTAATCATAG-TCTTATGCTGTGGTTGGTACCAGAAGT----  
50207 
               |  ||| | ||  |    ||  |||   | ||||  |       | ||   |  |     
Sbjct  50172  TG--CACACAATATTTCAATACACATGTATTTTATAATTCAACACGCACTCAATTTATCA  
50229 
 
Query  50208  CATACCC--AA-------ATGATGG-ACTGTGCCCAGGTTTCTCCCACC----TAACAAA  
50253 
              ||||| |  ||       || ||   | | |  | |  ||| || |||     ||| ||| 
Sbjct  50230  CATACGCTCAATCTCGTTATAATCTCAATATAACAA--TTTATCACACTAATATAATAAA  
50287 
 
Query  50254  TGTGTGCCAAGATACAAACTAGTAACTAGAAAATAATCCACTGAAATGGTAACTA-----  
50308 
              | |   |||| | |||||| | | |    |||||  | | |  | ||||  | ||      
Sbjct  50288  TTTTGTCCAAAACACAAACGAATTATACAAAAATGTTTCTC--ACATGGGGAGTAAAACC  
50345 
 
Query  50309  CTTCATT-AGTTTCGTAGAACTTTTGTTGAATATGCTGCTATAAA-------ACAATTA-  
50359 
              |||||   | ||||  | ||   |     |||     || | |||       |||| ||  
Sbjct  50346  CTTCAAACAATTTCACATAATCATAACAAAATCAAAGGCAAAAAACACAAAAACAAATAG  
50405 
 
Query  50360  -------TTTAATGATTCTA--CACTAAA---CAT---TTTGC-----AAA----ACTTT  
50395 
                     ||| || | || |  ||||  |   |||   || ||     |||    ||  | 
Sbjct  50406  CACTCAATTTTATCAATCAATTCACTTCAGGACATCAATTGGCCCGTCAAACACAACAAT  
50465 
 
Query  50396  AGTCAT--TTCTAAGCATAGTGG-TAAAATGTCAATCTATGATTGCA-CCATTTTCCATG  
50451 
              | ||||  || ||| ||||  || | || ||| | || || |   || |||      |   
Sbjct  50466  A-TCATAATTATAATCATAAAGGATGAATTGTAATTCAATAAA--CATCCAA-----AAA  
50517 
 
Query  50452  TAGACTGTTAATTGATGTTG-AAAGAGCAATTAAAACCACGTCTCA-CTAAATGCA--TG  
50507 
              || |||   | || || ||  ||||| |  |  | || | || |   ||||   ||  || 
Sbjct  50518  TAAACTCAAATTTAATCTTCTAAAGATCCCT--ACAC-ATGTTTATTCTAACCTCAATTG  
50574 
 
Query  50508  CGAAAATGAATAGAATTGGTAATT-TAAG-AG-----CATTT------TGACATCCCAAT  
50554 
              ||| ||  | |  |  |  ||  | |||| ||     ||| |      ||||| |   || 
Sbjct  50575  CGATAA--ACTC-ATCTCTTACCTCTAAGTAGGCTCACATGTGTAGTCTGACAACG--AT  
50629 
451 
 
 
Query  50555  A-TG-CATT-CTTGC-ATTTCTCAATCTAATCTATAAAAGGGTACCTTCC--TTTCAAA-  
50607 
              | || | || || || |||||  ||  |  |||  ||||   | |||     |||| ||  
Sbjct  50630  AGTGACGTTTCTAGCGATTTCCTAAGAT--TCTTCAAAATTTT-CCTAAGATTTTCTAAC  
50686 
 
Query  50608  -TTAAATTCAT-GATCAAGGAGAAGAAA-TCCACTTC-CTG-CTGCATTTCCAT------  
50656 
               ||| |   |  ||  |||||  | ||  |  | ||| ||| || | | ||| |       
Sbjct  50687  ATTAGAGAAAAAGAGAAAGGATTATAACCTATATTTCACTGTCTCCGTCTCCGTGCGAGG  
50746 
 
Query  50657  --CTTTATCTCCAAGAAAAGAGATCATGACGTCACCAGAAGCAAGACAATGAGATGTGTG  
50714 
                | || || | ||   |||| ||  |    |||| | |  | | | | || ||| |||| 
Sbjct  50747  GACATT-TCACTAACTGAAGACATTGTT---TCACAA-ATCCTA-ATAGTGGGAT-TGTG  
50799 
 
Query  50715  TGCATAAGCTAATCCAGTCTTACTTATGA-TGTC-------TTC--TGGCTCAACAACTT  
50764 
               | | | |    || |  || | || | | | ||       |||  ||| | ||  | |  
Sbjct  50800  AGAAAATGAGTTTCAAACCTGATTTTTAAATTTCACAATGATTCAATGGTT-AATGAGTC  
50858 
 
Query  50765  TGTG--CAAAG-----ATGGAG--ACCTTGGATTT------GA------TCTTGTGT---  
50800 
               | |  || ||     |||||   |  |||||| |      ||      |||||||     
Sbjct  50859  CGAGATCATAGTTTTAATGGAACAAGTTTGGATGTATGCAGGAAGAGCATCTTGTGAGGG  
50918 
 
Query  50801  -CA--------ACCACA---------TAAA--TGCGGCCTGATCTGAAATATGGTAAATC  
50840 
               ||        ||||||         ||||  | |   | |||  ||| | ||  |||   
Sbjct  50919  ACATTGTTCTCACCACAGACATTATTTAAAAATTCCAAC-GATGGGAA-TGTGAGAAAA-  
50975 
 
Query  50841  TGACTTAATAA---GGATTTCG--TTTCAAGAAAACCGACGTCTTACACCAGTGAAGTTC  
50895 
              ||| ||   ||   ||  |||   ||||| || ||   |    ||| || |||  ||    
Sbjct  50976  TGAGTTTGGAACTTGGTGTTCAAATTTCATGATAATTCAATGATTA-ACGAGTATAG---  
51031 
 
Query  50896  TTGAACCTTGTCAGTGTT---TGTTATGTGTGTGTGTGCATGCGCATATGCGTGCAAGTA  
50952 
                || | |    ||| ||   || || || || ||          |||||  || ||  | 
Sbjct  51032  --GATCGT----AGTTTTACCTGATAGGTTTGAGT----------ATATG--TGGAA--A  
51071 
 
Query  50953  AAATCCAAAGTGGCTGTTTAGTATCTTACACCAGTGAAGGTAGAATCAGATATCGCCGA-  
51011 
              |||   ||||      ||| | |    | |  ||  || |   |||  || |  |  ||  
Sbjct  51072  AAAAGAAAAGA-----TTTTGGAAGAGAAAAAAG--AACG---AATTTGAAAG-GAAGAG  
51120 
 
Query  51012  ACTGCTGATGGATCTCCATAGCAAGAGCTGCATGAAT---TCCACCCAAA---ATGGTGC  
51065 
452 
 
              || |  ||   || |     | || | |||    |||   || |   | |   ||||| | 
Sbjct  51121  ACAGTAGAAATATATTATGTGTAAAATCTGATCTAATATGTCTATTTATAGATATGGTAC  
51180 
 
Query  51066  AGTTCATCACCTAAATAAGGTACAGGTAACCTATGG-ATAACTTT--TGAATACGTTGGA  
51122 
                || ||    ||  ||   ||    |    |||   || | |||  | || |  ||  | 
Sbjct  51181  TCTTAATTTATTATTTACTCTAGCTTTTCTTTATTTTATTATTTTATTAAAAAAATTCTA  
51240 
 
Query  51123  GAGCTTGGATCCACATCCACTGTGGCCAGAAAGT---CAGGCTTATC--CCTTC---CTG  
51174 
                  ||   |||  ||| | ||     | ||| |   |    ||||   |||||   ||  
Sbjct  51241  TT--TTTACTCCCTATCAAATGAATAAATAAAATATTCTTTTTTATTTTCCTTCAAACTA  
51298 
 
Query  51175  TTCCTGCATTGAATTGAATATTCATCACCAATATATATA--TATAAAA-TC--ACCA---  
51226 
              ||  |  | | |||  |||  |  |  | ||| ||| ||  ||||||| ||  |  |    
Sbjct  51299  TTATTTTAATTAATAAAATTATTTTTTCTAATTTATTTAATTATAAAAATCTTATTATTT  
51358 
 
Query  51227  ---AAATACACG-----TTTTGACAGAAATTG--TTTAAGCTGC-----ACCAAGTCTTC  
51271 
                 ||| || |      |||| | | ||| ||  |||||  |       |  ||| |    
Sbjct  51359  TTCAAAAACTCTATTTATTTTTAAATAAAATGCTTTTAAATTTATTTAAAAAAAGACGAG  
51418 
 
Query  51272  ATG---CATA--------GCAC---TAGAAA-GAGATAGATATTT--CT-ACATGTCACT  
51313 
              |||   || |        ||||   | | || |  ||| || ||   || | |  ||| | 
Sbjct  51419  ATGTTACAAATGTTTGAAGCACACTTTGCAATGTTATAAATGTTGACCTCAGACATCAAT  
51478 
 
Query  51314  TGTTCCCAGTAT-CATGTCATATAA-AATGTTTGTAACAACAACT-TGAGAAACCT--AT  
51368 
              ||    || ||| ||   |||| || ||  | || ||  |||  | ||||| |  |  || 
Sbjct  51479  TG----CAATATACACACCATAAAACAACATATG-AAGTACACGTATGAGATAAGTGAAT  
51533 
 
Query  51369  CTTGA-TCTCTCTGCCTAATGCCTATCTATTCCTCCAATGAAGCTGA-ATTGGCCTT---  
51423 
               | || |    ||    ||||  |   || |  || |  ||| || | |  |  | |    
Sbjct  51534  ATAGAATGAAGCTATTGAATGGTTCGGTAATTGTCAA--GAATCTAACAACGAACATAGA  
51591 
 
Query  51424  ---TTCAGACATAT-AGAGACACAACAAGTTGTTTTTGGTACCTGAGTAGATAGCAG---  
51476 
                 || || ||| | | ||   | | | |   | ||   || | ||  | || |||     
Sbjct  51592  ACATTAAGGCATGTTACAGCAGCCATATGCAATATTAATTATCAGACGAAAT-GCAAATA  
51650 
 
Query  51477  TGACATAA----AGGAGAGTCTCTTTGGGACCAGACATGGCTGCCAGGGGTGAAGGA-TA  
51531 
              ||  |||     | || || |  ||  | |  |   ||   | | || ||||   || || 
Sbjct  51651  TGCTATATGTGTAAGAAAGGCAATTATGAAATACGTATAT-TACAAGTGGTGCTCGAATA  
51709 
453 
 
 
Query  51532  GCCAGGACCTGT---TTTAGGACAA-TCATGCATGTTGCGTTGGTTCATCACCTTGTCAC  
51587 
                  | | ||     | || || || ||| | |  |  | ||  |||  |||   ||||| 
Sbjct  51710  TAATGAATCTAAACATATATGAAAAATCA-GTAACTGACCTT--TTCGACACA--GTCAC  
51764 
 
Query  51588  ACCTCTCCATCTCTCTCT-----CTCTCTCTCTATGAAAGATCACTTAACAGA-TATTAT  
51641 
              |     | | ||| |        | |   | ||| | || | || | | |  | | |  | 
Sbjct  51765  ATGAA-CAAACTCGCAGCAACAACGCATACACTA-GTAACAGCAGTCAGCGCACTCTCTT  
51822 
 
Query  51642  GATCAAAAGAAGAAGCAGATG-ATGAAGAAAAATTAACTCGATGAAGAGTAAGTTATAGG  
51700 
              ||  ||||   || | | ||| ||  |       |||||   |||  | ||  || |    
Sbjct  51823  GAG-AAAATTTGATGTAAATGTATTTA-------TAACTTTGTGACAAATATTTTTTTTC  
51874 
 
Query  51701  TTATATTACTGACTTG--TAACTTGT-TACAAGTCACATGAAAGTAAGAACGAA-AGTTA  
51756 
                  ||| |  ||  |  |||   || | ||||| |  ||||||  |  | ||| || || 
Sbjct  51875  CCTCATTCCACACAGGAATAAAAAGTGTCCAAGTGAG-TGAAAGAGATGAGGAATAGATA  
51933 
 
Query  51757  --CTTCTTTGGCTTTATCA-AAAGTCACAA-------ATTACACTA--ACATT-GTTCCA  
51803 
                |||||||  | ||||   ||| || |||       ||||| |||  ||||| ||  || 
Sbjct  51934  GACTTCTTTCTCCTTATTTTAAAATCCCAAGAAACTAATTAC-CTAGAACATTTGTAACA  
51992 
 
Query  51804  AAG-CTTGA---AAGTAAAACCCAAGTTTTGAATATGACCCTGCT--ATTTGGACAAAA-  
51856 
              ||  || |    || | |   |||  | |    | |  | |||||  |||||    ||   
Sbjct  51993  AAAACTAGTGTTAATTTATTTCCATTTATCCCTTTTCTCTCTGCTTTATTTGTGGGAAGC  
52052 
 
Query  51857  -ATAAATAAACATAT---------AAAA------ATAAAAAGAATGAC---CG--GGACT  
51895 
               ||||| ||   | |         ||||      ||  ||  ||| |    ||  ||||  
Sbjct  52053  TATAAAGAACGCTCTTCTCTCCTGAAAATTGCTCATTTAAGAAATTATTTTCGAAGGACC  
52112 
 
Query  51896  GTAACATTTTC--CAATTCAACA-AGCCAAAACAAAATT---------ATTCCTTCTAAC  
51943 
                 |||||||   |  ||  | | |||| ||| |||||          ||| || ||||  
Sbjct  52113  ---ACATTTTAATCTGTTAGAAATAGCCCAAAAAAAATAGACAGAAAAATTACT-CTAAT  
52168 
 
Query  51944  CTTTCAGGAACATTAAAAGATTTTTT-GTTTCCT--AGTTCTGTAGAAAAATATC-----  
51995 
               |||        || || ||||   | ||    |  | | | ||| | ||| |        
Sbjct  52169  TTTTTTTTTTTTTTGAATGATTGACTAGTCAAATTAACTCCAGTAAACAAACAAGCAGCG  
52228 
 
Query  51996  -----TT--ATAAGATTC-CTTTCTTCAAAATAATTACTATTATTTATATAATGCATA--  
52045 
454 
 
                   ||  | | || |  |||||     ||||    |  || || |  |||   ||    
Sbjct  52229  GCGGGTTGAACATGAATAACTTTC-----AATATGCCCCTTTGTTAAGCTAAAAGATTAC  
52283 
 
Query  52046  --TAACATGTTTTTTAGTGCTGAA----CTGGTAA----TCAGGATTAGTA-TG-CAGGT  
52093 
                |||||||    ||  ||||  |    || |||     |||  | | | | || ||    
Sbjct  52284  CCTAACATGGAAGTTTATGCTACATATACTAGTACACCGTCACCAATTGAAGTGTCACTC  
52343 
 
Query  52094  TCCGAAAAAATGGTAATTCACAAAGCAG-ACATA-AAAT--TCTCAATTTTTTGATCAGC  
52149 
              |  | |      || | |  | |||  | || || ||||  ||| || || |  | |||  
Sbjct  52344  TTGGGAGTTCCAGTCAGTATCGAAGTTGCACGTATAAATGATCTTAAATTGTAAAACAGT  
52403 
 
Query  52150  GAAAT-TAAAACAAAAATTCCCAACGGA-TGAATAATAAGACTGCTTTTGGGCAACAAGG  
52207 
              |     | || ||  |||   || |  | | ||||| |    | ||  | | || | ||  
Sbjct  52404  GGCTCCTGAAGCATCAATGGGCAGCAAACTCAATAAAA----TCCTAATAGCCAGCTAGT  
52459 
 
Query  52208  GAAAAAAATCAAGACGTGTTCCAATTTAAAAAGTCAAAGGAAATTTTTTCCTTCCATACA  
52267 
               || ||| |||| | | ||  |||  || ||||  ||||         ||  || |||   
Sbjct  52460  -AATAAAGTCAAAATG-GTGACAAAATACAAAG--AAAG---------TCAGTC-ATAAG  
52505 
 
Query  52268  CTTTTAAGAACCAAATTGACTATTCTGCCTACTGATTCGAATT--CTTAGTTTTTTT---  
52322 
              |  || |  ||  | | | |||  ||| | |    ||| |||   ||  | ||  ||    
Sbjct  52506  CGCTTGAAGAC--ATTAGGCTAGGCTGGC-AGGACTTCAAATCAGCTAGGATTCATTAAC  
52562 
 
Query  52323  -GGGCGTTAGCAAAAAATTAGAAGTTAAGGTTATAACTAACGCATGATGTTTTTTTTTAT  
52381 
               |||     | | || ||  |||  |||  |  | |  ||| | | ||     | |  |  
Sbjct  52563  TGGG-----GAAGAATATCCGAA--TAAACTAGTGATGAACTCCT-ATCACAATCTGCAC  
52614 
 
Query  52382  TAAGTAAATAGGTATTTTGATTTCTAATTTTGATTCCTTTTGCAAATTAGTCTTTATCTT  
52441 
               || |   |    |  |  ||  | |   ||||  | |  ||  || ||  ||||| | | 
Sbjct  52615  GAACTGCCTTCCAAGATCCATAAC-ATGCTTGAGCCGTGATG--AACTA--CTTTA-CAT  
52668 
 
Query  52442  TTTTTAAATGTAAAAAATAGTCTCTATTTTTGCATAAATTTTACAAA---ATAGTCTTTG  
52498 
              | | ||    ||| | | |  | | |     ||||| ||   | ||    ||| |||    
Sbjct  52669  TCTGTAT---TAAGACAGAA-CACAA-----GCATACATAGGATAAGGTGATA-TCTAAT  
52718 
 
Query  52499  CCGTTAAATTTAAAAGTAGCACCGTTAATGAGATACATTTTTAATAATTTTAGTGTCA--  
52556 
              | | ||   ||||        ||||    ||| || |  |  ||  | | ||   |||   
Sbjct  52719  CTGGTA---TTAAT-------CCGT----GAGCTATAACTGAAAGGACTATATCTTCATG  
52764 
455 
 
 
Query  52557  CATAGATTATCCAACGTGGAGCTGAACTTTGATGCAAATTTTAAAAAGTTGTCAAATATT  
52616 
              ||||| || |  ||| |  ||       || || || |||    | | ||  |||      
Sbjct  52765  CATAGTTT-TGTAACTTCAAG-------TTCATCCAGATTCCCTAGA-TTCCCAA-----  
52810 
 
Query  52617  TTCTTCTTCACTTGCTTCTT-CTTCCTCAAATTAGGGTTTT-TAAAACTTCTTTCCTCTC  
52674 
               ||||  |||    |||||| ||||||    ||||| |||  || |  | | ||| |  | 
Sbjct  52811  -TCTT--TCAA---CTTCTTGCTTCCT----TTAGGTTTTACTATAGGTGCATTCATTGC  
52860 
 
Query  52675  AATTTCAACATGGTGGTACTAT-CTGACCCAATGATATGCGTTTAGCTATCAAATTTGTG  
52733 
                 | |  |||  ||  | ||| ||   |  | ||  || ||    |  |  || |     
Sbjct  52861  ---TGC--CATTTTGTCATTATACTTTGC--ACGAAGTGGGT----CATTGTAAGTCCAC  
52909 
 
Query  52734  CTCTGAGGCTAGGAAAGAACCACCACAAACGCGGCGAGCGCCACCGCT--ACAGCGGTG-  
52790 
              || |    | |   || ||  || | ||   ||   |     |    |  ||||| ||   
Sbjct  52910  CTGTATTACAATTCAACAATAACAAGAATGTCGAATAATTTTAGTATTTTACAGCAGTTA  
52969 
 
Query  52791  ----GTGGCTTTAGAGAGCGACCCT-AGTCCGACAGCCCACAAGCTCAAG--ATGGTGGG  
52843 
                  ||   | || |  || ||    |||   | |  ||      ||| |  | || | | 
Sbjct  52970  ATATGTAAGTATAAAATGCTACTTGCAGTAGAAGAAACCCTTTTTTCAGGGGAAGGGGAG  
53029 
 
Query  52844  GCCTATGCTCTGAAGGGTGGTATAGACAT---GGAAGGCGTCTCCCAAAGCGGCATCGT-  
52899 
              | ||   ||||| ||| | || |  || |   | ||   |  |||| |  |  ||  ||  
Sbjct  53030  GTCTGGACTCTGGAGGTTAGT-TGCACGTTAAGCAAAATGAATCCCTAT-CATCAATGTG  
53087 
 
Query  52900  TTATGATAATGAGAATGCAGGG-AAGGCTACGAG-------GGTGACACAACCCATTATG  
52951 
              |||  | |   | ||| |  || ||||    |||       ||  | | ||   |||| | 
Sbjct  53088  TTAACAAATCCAAAATTCTTGGTAAGG----GAGAAATATCGGACAGAAAAAAAATTAAG  
53143 
 
Query  52952  GTG-CAC---GCTAGGGCGGAA----CGCAG--ATGAGAGGCACTCTCGCCATAACGGAG  
53001 
               || ||    || |  || |||    | |||  |  | |   | |   ||| ||||  |  
Sbjct  53144  ATGTCAGAAAGCCAATGCAGAATTTTCTCAGCAAATACATTGAATGCTGCCTTAACATA-  
53202 
 
Query  53002  GCTA-----CGAGGGT--GAACAATGTTTAT-----TTTCATCAAAT-ATTTCT----TA  
53044 
               |||     | |   |  |||  ||| ||||     ||| || | || | | |     || 
Sbjct  53203  -CTAAAACCCCATTATTCGAAAGATGATTATCAATATTTAATAACATGACTGCAAGCCTA  
53261 
 
Query  53045  ATAAT-AACCTTAAATATAAAAAGACATGAGAATGAAGTAATATTATTTA------TTTT  
53097 
456 
 
                ||  |||  || ||  |||||  |  | |    ||  || ||| | ||      |||| 
Sbjct  53262  TCAACCAACAATACATGAAAAAATTCTGGTGTGATAAAAAAAATTGTGTAGACTCCTTTT  
53321 
 
Query  53098  ATTA-CAAATAATTTTTTTTTGTTTTGAAAAAACCACCTAGAGAACTAACGGCATCTTGG  
53156 
              | |  || | |||        || | | | || |   ||| | |  | ||  || | | | 
Sbjct  53322  AATGTCATAAAATCAGAA---GTGTGGCAGAATCAGTCTA-ACATGTTACATCAACATTG  
53377 
 
Query  53157  GTAACATAATAGGATT--GGAATCC------AA---------CCTTAAAG-TATTG--AG  
53196 
                |||||||   ||||  ||| ||       ||         | ||  || ||||   || 
Sbjct  53378  AAAACATAAACAGATTCAGGACTCTGTAGATAATAAATGTAGCATTTCAGATATTCTCAG  
53437 
 
Query  53197  AATACAATCTGAAGCAAATTCTAGAACTTGGAAATCAAAACTAATGTTCAAA-GTG-TGT  
53254 
              || | |   | || |  | ||||||| || | |   ||   |||| || ||| ||  ||| 
Sbjct  53438  AACAGAGAATAAACCTTAATCTAGAAATTAGTATAGAATCATAATTTTTAAATGTTATGT  
53497 
 
Query  53255  TTTGCCCATTCATATTGGAATAGAAGTGTAAGATGAAATTTCGTA-TCAAGAAA--AATA  
53311 
                | | |  |  || ||  ||| ||    ||||  | | | | || || |||||  | || 
Sbjct  53498  AATACTCTCTTTTAATGTCATAAAA----AAGAGTAGACTCCTTAATCTAGAAATTAGTA  
53553 
 
Query  53312  TAAAAGT-TGA-GTGAGAAAAAAAATCAT--AAACTTGACTTTTAAAGTTTTGGGTTAAA  
53367 
              || || | ||  |||| |||||||||  |  | |||   ||||||| ||  |     ||| 
Sbjct  53554  TAGAATTCTGGTGTGATAAAAAAAATTGTGTAGACTC--CTTTTAATGTCAT-----AAA  
53606 
 
Query  53368  GTGTGGTATCAAGTTTTATGATGACTCTTTTAAATACATGTTGTAAAATCCAATCATTTA  
53427 
               |  |     |||| |   |  || ||  |  ||  ||||||   | ||| |  |||| | 
Sbjct  53607  ATCAG-----AAGTGTG--GCAGAATCAGTCTAA--CATGTT---ACATCAA--CATTGA  
53652 
 
Query  53428  ATATTTACTTAAAATATGATTTCGAATTATCTTTGACTGAACTATCCGTGGCATTTTTTT  
53487 
              | |  ||   || |   ||||  | | | | |  || | |   ||  || ||||||     
Sbjct  53653  AAACATA---AACA---GATTCAGGACTCTGTA-GA-TAATAAAT--GTAGCATTTCAGA  
53702 
 
Query  53488  TTTACTTTTATATTTTTATAAA---TA-TGTAGATTTTAGTTTAAAAGCATAGAAAATTA  
53543 
              | | ||   |       |||||   || | ||||  ||||| || || ||||    |||  
Sbjct  53703  TATTCTCAGAACAGAGAATAAACCTTAATCTAGAAATTAGTATAGAATCATA----ATTT  
53758 
 
Query  53544  TCACACTTGCTATAAT--TCCCCATTAGCCCCCGAAACAAACGGAAGACTAATTAA---A  
53598 
              | | |  |  | ||||  || |  |||    |  ||| |||  | |||||  ||||   | 
Sbjct  53759  TTAAATGTTATGTAATACTCTCTTTTAATGTCATAAA-AAAGAGTAGACTCCTTAATCTA  
53817 
457 
 
 
Query  53599  AAAATTGCAGTTGCCTTATATGGACTCGCGTTTTGTTCTGAAGCA------AGAGTCCTA  
53652 
               |||||  |||      ||| | | ||  || | | |   ||  |      ||| ||||  
Sbjct  53818  GAAATT--AGT------ATA-GAATTCTGGTGT-GATAAAAAAAATTGTGTAGACTCCTT  
53867 
 
Query  53653  CCGATGACACTA--TCGGGGGGACGTTGTAGGGAAAGG-TAA--TGTTATGTTTAAAATT  
53707 
                 ||| ||  |  || |  |   || | ||    ||  |||  |||||  |  || ||| 
Sbjct  53868  TTAATGTCATAAAATCAGAAGT--GTGGCAGAATCAGTCTAACATGTTACATC-AACATT  
53924 
 
Query  53708  TTGAATAAATAATTATTTT--GTACGTTCTTTAAAAT---TGTAGGGCACTGTCACAATT  
53762 
                ||| | ||||  |  ||  | ||  | |  | |||   |||||  || | ||| |  | 
Sbjct  53925  --GAAAACATAAACAGATTCAGGACTCTGTAGATAATAAATGTAG--CATT-TCAGATAT  
53979 
 
Query  53763  TAACACATCATAAAATTAAAAAAAATATAAATAAATTGTTTAGATTAAAATTATTGTCAT  
53822 
              |  || | || | ||| ||    ||| || | || | || |||| | | | | ||   || 
Sbjct  53980  TCTCAGAACAGAGAATAAACCTTAATCTAGA-AATTAGTATAGAATCATAATTTTTAAAT  
54038 
 
Query  53823  TTTAGTCTATAATATGTACAATTTGTTATCATTATAA--TTCCTA--AAGCTTATGATTT  
53878 
               |||   | |||||    |  | | ||| | | | ||  || | |  ||||  |||||   
Sbjct  54039  GTTA---TGTAATA----CTCTCTTTTAACTTCACAAAATTACAAGCAAGCAAATGATAA  
54091 
 
Query  53879  ATTGTCATT---ATTAGTT-TAT-ATAATAGA-GTCCTTGTCGACTTCTTTATG---TTT  
53929 
              |  || |     |  |||  ||| | || ||| |  | |  |  | |    |||   ||| 
Sbjct  54092  AACGTGAAACCCAAAAGTACTATGAAAACAGATGAGCATAACT-CATGAGCATGCACTTT  
54150 
 
Query  53930  TGGAGTCTTGTCCT--AGTCAAATGAAGCACATGCTGT----CAGCTGATGCCAATGGTG  
53983 
              ||   ||  |  ||  |  || || |||  | ||||      || || ||   ||| ||| 
Sbjct  54151  TG---TCAAGATCTCAAACCATATCAAGGGC-TGCTAATAAACAACTCATTTAAATTGTG  
54206 
 
Query  53984  T-TTCT--CATAC--TAGGATGTAGTTTTTGCTTTTGGTTTCAAATTTCAATCTTCATTG  
54038 
                || |  ||| |  || |||    || || || |     | |||||   ||     |   
Sbjct  54207  AGTTGTGACATGCAATATGATCCC-TTCTTACTGTCCAGCT-AAATTCACATAGAAGTCA  
54264 
 
Query  54039  TTGGTGTC----TTTATTTCCCAATCATAAAAAAGTAGTTCATAATAAAGTTAA---CAA  
54091 
                || |||    |  | ||  ||| | ||| || |  ||  | |||||| || |   ||| 
Sbjct  54265  AGGGAGTCAGGGTAAAGTTGACAAAC-TAAGAACGCTGTAAACAATAAACTTCAAGCCAA  
54323 
 
Query  54092  ---CA---------AAAACTAATGTAATTAACAT----TTTTATTTGTCTCTTTTGA-AT  
54134 
458 
 
                 ||         ||||  ||||  |  || ||    |   ||||||       || || 
Sbjct  54324  GTACATATTTCTACAAAATGAATGCCAAAAAAATAAAATAAGATTTGT-------GAGAT  
54376 
 
Query  54135  GAGATAAAT-TGCTTCTTC-AAGTACAATCA-TCTCAAAAGCTTTTTCATGCCTTTGA--  
54189 
              |  |||| | |||||  || || |  |||   |||   ||   | ||| | ||  | |   
Sbjct  54377  GGCATAATTATGCTTACTCTAAATGAAATATGTCTTTTAACTATATTCCTTCCAATCAAC  
54436 
 
Query  54190  --------TTAAGGGTCA-TCTCCCCCCACCCCAAAATTATTAAACAC-CAAAA----AA  
54235 
                      || |   ||| |||| ||| ||    |||||  |||| |  |||||    |  
Sbjct  54437  TCTCCCTCTTGAACCTCAATCTCACCC-ACAATCAAATTCCTAAATAAGCAAAATGATAG  
54495 
 
Query  54236  GTACAATA---CTATTAAGAATTAAA----GATATTAA---TACAACTACAAACAT---A  
54282 
              |||| |     |||  |||| | |||    || |||||   || || ||     ||   | 
Sbjct  54496  GTACCAGCAAGCTAGAAAGACTAAAATGAAGAAATTAAGCATAGAAATATTTGTATTCCA  
54555 
 
Query  54283  ATA-----TCTTCTTCAACTTT-TTCT--TCATAATAT--------TATAAT----CAAA  
54322 
               ||     ||||| ||||     |||   || |  |||        ||||||    |||| 
Sbjct  54556  GTAACAGGTCTTCATCAAGGGAGTTCAGATCCTGGTATCTTCTGTGTATAATGGTACAAA  
54615 
 
Query  54323  CTTTCAT-GATTGTGAAA-ATTTATTAGAAA---TGAT-----------CAATTTTAGAT  
54366 
               |   |  ||||   | | | |||| |||     || |           |||   || || 
Sbjct  54616  ATGAAAAAGATTCCTAGACAGTTATGAGAGTGTCTGGTTTCTCCCAGCCCAAGCCTA-AT  
54674 
 
Query  54367  TTCAC--TA--TTAAA----------TCAGAAAAAAATTATAAATA-----AAAAATAGG  
54407 
              | |||  ||  ||  |          || |   ||  || |   |      | ||  ||  
Sbjct  54675  TCCACCCTACCTTGTACACACCCTTCTCGGGCTAATGTTCTCTGTCTTCTTACAACAAGC  
54734 
 
Query  54408  ATACAT-CAAAATTAATAATTTTTAATTAA------ACAGAATTTGTTAAATAATGTTAC  
54460 
                |||| ||    |   |   | |  |  |      ||||  || |||| ||     | | 
Sbjct  54735  CCACATGCACTCCTCCCATGCTCTGCTACAGGGTTGACAG--TTGGTTATATCTCTCTCC  
54792 
 
Query  54461  TAGAATTTCTCA----------TAGCC-ATAATTGTAAACA-----TTTAG-------GG  
54497 
              || ||||  |||          | ||| ||  ||  | |||     ||| |       || 
Sbjct  54793  TAAAATTGATCAAGTGAACCTTTTGCCTATCCTTACATACACCTTATTTTGTGATCTTGG  
54852 
 
Query  54498  GCGTACGA------ATAATAGTACCA--------AATAATTCTG--TTCAACCTACCCAG  
54541 
              || |  |       || | |  ||||        || || |||   ||||  || |  |  
Sbjct  54853  GCCTTGGGGCCTCCATCAGAAAACCATTCTTCATAAAAACTCTCATTTCACTCTTCTGAT  
54912 
459 
 
 
Query  54542  TAAAATTTTGTTCAACCTATTTATAATTCTACATACATGGAAACCTTC---GAATATGTT  
54598 
               |  | |      ||  | |||| |   | | | | |  |||| |||    ||| || |  
Sbjct  54913  GACTAATAGCAGAAAATTTTTTAGATAACAAGAGAAAAAGAAATCTTAAATGAACATTTC  
54972 
 
Query  54599  TTGATTGGTTGTAGAGTATGGA-ATGAAGAAGGATGGAGTGGAAGGAAAAGGTGTTGGAT  
54657 
                 |||||    ||  | |  | || |  |   ||| |   ||  ||  |  | |||||  
Sbjct  54973  ACTATTGGCATGAGCATCTCAATATCATCAC--ATGAATCCGA--GATCA--TTTTGGAC  
55026 
 
Query  54658  T-GTTTGATTTGTAAAAGTTGAAATGAAACATAATGGAAGATGATGATGGATTATGATCC  
54716 
                ||   ||    |  || |||| |    |||||   ||  |||  |  ||| |||     
Sbjct  55027  CAGTGCCAT----AGCAGATGAACTT---CATAAGTAAATGTGAACA--GAT-ATGCCAT  
55076 
 
Query  54717  ATTTCATT-TCATTATTTCAACTCAATTTTCCTTTCTCTAA-ATTTGAAGTGTACTCAAT  
54774 
              ||||  || |||  ||   |   |||    |   |  | || | | |||   ||  |||| 
Sbjct  55077  ATTTTTTTCTCAGGATAAAACAACAAAAAACTAATACCAAAGAATAGAA---TAAACAAT  
55133 
 
Query  54775  GGAACAATGTTTTT-AGATGGTAAAATA---ACTATT-------TTTTTTTTATGTATTT  
54823 
                | || | || || | |  | || |||   |  ||        ||    ||| |  ||  
Sbjct  55134  CTACCACTATTCTTGAAACCGAAAGATATAGAACATAGGAGAAATTGAACTTACGGGTTA  
55193 
 
Query  54824  ATCCTCATCAGTAGTCTTTTAAA-GATAATATATTTAATATAAGAATTAAAAAGTTATAA  
54882 
               |||  ||||||||| |  | |  || || ||   |        | ||     ||| |   
Sbjct  55194  TTCCA-ATCAGTAGTATCCTCATTGACAAGATGGGTCC------ACTTG----GTTCTTC  
55242 
 
Query  54883  CCGAACGGACCCATAGTG--TAATATGTGAGGGACTAAATAGCAAATGTAATGAATTTTT  
54940 
              |   ||| ||| | ||||  |||  ||  |    ||   | ||||   || ||  || |  
Sbjct  55243  CACTACG-ACCAA-AGTGCTTAACTTGC-ATAACCTT--TGGCAA---TATTGTCTTGTC  
55294 
 
Query  54941  -ACTTTAACCT----ATT--------AGAAATGCCACCAG-GAAAGTACTGT---ATC--  
54981 
               | |||| |||    | |        ||||||  ||| || |||| |||  |   |||   
Sbjct  55295  CATTTTATCCTCCCCAGTTGGGGCAGAGAAAT--CACGAGCGAAAATACCATCAGATCCA  
55352 
 
Query  54982  -----GGCAGC-CG--CATTTGCATCC--CTAGGAGCACG-ACAATAGTAATAATCGATT  
55030 
                   |||||| ||  |||  |  ||   || | || | | ||  | || ||| |  ||| 
Sbjct  55353  ACGGTGGCAGCTCGGTCATCAGATTCATTCTGGAAGAAAGCACCTTTGTGATAGT--ATT  
55410 
 
Query  55031  GTAGTTTATAAAGTTACACTCACTCGTCGTTTCA-CTTCGTTTCCGTGGAGCAT-TTTAC  
55088 
460 
 
                 |   |||||  | ||           ||||  ||| | |   ||||||||  |||   
Sbjct  55411  TCTGC--ATAAATCTCCA-----------TTTCTGCTTTGGTG--GTGGAGCAGGTTTGG  
55455 
 
Query  55089  TCTGCAGCAGCAGCCACCACCCATGGCGTCGTTTTCCGCCGCC--GTCGCTCAG-TTCTC  
55145 
                | |  |     ||||  ||     | || | |||| | | |  ||  ||||  ||||| 
Sbjct  55456  GATTCCTCCTTTCCCACTCCCT----CCTC-TCTTCCTCTGTCATGTTTCTCACCTTCTC  
55510 
 
Query  55146  CCGCGTTTCACCTTC--TCACACTTCGCTCC--ACTCTCACTCTCACGGCACGCTCTT-C  
55200 
                 |  |||   |||  |||   ||  ||||  |  ||| || || |  |  | || | | 
Sbjct  55511  AATCTCTTCCTTTTCCTTCAACATTGCCTCCCGATCCTCCCTATCCCT-CTTGATCCTAC  
55569 
 
Query  55201  CAATCTCAATGCCGCCCTTTCTTCCTCTCGCGCACTTCCCATTCACTCCGGTACGTTCCT  
55260 
              |||||||  |    | |||||     |  ||    |||  ||||| || |   | ||    
Sbjct  55570  CAATCTCTCT----CACTTTC-----CAAGC----TTCATATTCA-TCTGCCTCATTAAC  
55615 
 
Query  55261  TTCCACAACTAGGTTTCGCGA--ATCACTGTTGTTTCCTCGAT--CC----TTTTC-GCA  
55311 
              |||  || ||  || |||  |  | || |||||   |||| ||  ||    ||||| | | 
Sbjct  55616  TTCATCATCT--GTATCGACATCAGCAATGTTGG--CCTCCATTTCCAAGTTTTTCTGGA  
55671 
 
Query  55312  TTTGGTTTT------GGATCAAATTA-CACCAAT--GCTT-GTGT--AGC-TCCATGTCT  
55358 
              |||  |  |      |||||   | | || ||||  |||| || |  | | ||| |  || 
Sbjct  55672  TTTCTTCATCCTTCCGGATCTCCTCAACAACAATCTGCTTCGTCTCAATCCTCCTTTCCT  
55731 
 
Query  55359  CTGATTTTCTAT-CTTTGACCACACATACAACAGCT-----------AGTTGCTT--GCT  
55404 
              |  || | || | | ||  |  | || |   |||||           ||  |||   ||| 
Sbjct  55732  CCAATCTCCTTTTCCTTTTCTCCTCAAAAGCCAGCTCCTCAGCCTCAAGACGCTCACGCT  
55791 
 
Query  55405  ----ATTGTGTTTTGCTTGAACACTTGG-ACGAGATGC-GACTTTACTGTTTTTGATTCT  
55458 
                  | || || |  ||   | |||||| |  | |  | | ||| ||  |      | |  
Sbjct  55792  CCGCAATG-GTATCTCTCTCAGACTTGGGAACAAACACAGGCTTCACCATAGCCACTCCC  
55850 
 
Query  55459  TTTTTTTGCTCTTAAAAGAAAGGA--ATAAGCAGAGAAGAGAGAGCAAGTATCAGATATG  
55516 
               | | || ||| | | ||  ||    |||  ||||              |  |   |    
Sbjct  55851  GTATATTCCTCATCAGAGTCAGTCTCATACTCAGA--------------TTCCTCCTCCT  
55896 
 
Query  55517  AAACCTGATGTTTGATTAATATGCTTATCAGTTGAATGGAGAATTTGAGAGTATATTCC-  
55575 
                 |||  | ||   ||  |   |||  |  ||   ||  ||| |     |  | ||||  
Sbjct  55897  CCTCCTCTTCTTC--TTCCTCCTCTTC-CTCTTCC-TGAGGAAGT-----GCCTCTTCCT  
55947 
461 
 
 
Query  55576  -CTCAGTTTGAATATTAAGACTATAATTGCAAATTAACGAAAGTTGTAAACATCGTATAT  
55634 
               |||  | ||||                |||| ||  |     || ||| || | |   | 
Sbjct  55948  GCTCTCTCTGAA----------------GCAACTTCTC-----TT-TAATCAGCCTCCTT  
55985 
 
Query  55635  TTGGCAGATATGTGCTAAATAATCTCTTAGATGATTGGTTGTTCTACAAGCAGTATA---  
55691 
               |  |       ||| |||  || ||| |  |  ||  | |  || ||| || |       
Sbjct  55986  CTTTC-------TGCCAAAGCAT-TCTCATCTTCTTCTTCGAACTCCAACCATTCCTGCC  
56037 
 
Query  55692  TTCTGTACTTTTTTTTTTCCTTTTTGTATA---TTT-ATCCTT-----TGCAGAGATTAG  
55742 
              | |||  ||  | ||   |  |  || | |   | | | |||      ||| | ||| |  
Sbjct  56038  TCCTGGCCTCCTCTT---CAATGGTGGAAACAATCTCAGCCTGGCGAATGCGGCGATGA-  
56093 
 
Query  55743  AGTGTTTTCGGAATTT-TGGCAGTT-TAAATGATATTCTCC-CCAT------GAGATTA-  
55792 
                |     ||||  |  |  | ||| |  ||     ||||  |||       |||  ||  
Sbjct  56094  --TCAGCCCGGACCTCCTCACGGTTATCTATCCGGCTCTCGGCCAAACGGCGGAGCCTAC  
56151 
 
Query  55793  -ATTGGATTTT-TGTGTTTTGCTATATACTGATTCACGACGATACAATGGTTTCTGTCTC  
55850 
               || |  |||| ||    | ||    | ||  |||  |||||   || | |||||  |   
Sbjct  56152  GATCGTCTTTTCTGACAATAGCAGCGT-CTTCTTCGTGACGAGGAAAGGCTTTCT--CCA  
56208 
 
Query  55851  AGGAAGGTTCTTACTTTACCACGGGG--AAGAGAGGCACCGAGTACATCTG-TACGTGCT  
55907 
              ||| || |||   ||  |    |||   || |  ||||  |    |||||  | ||| || 
Sbjct  56209  AGGCAGCTTCC--CTGGA----GGGTCTAATATCGGCAGGGGCAGCATCTTCTTCGTTCT  
56262 
 
Query  55908  TCATTTACAGGTTACGACTTACTCTTATGGTTATGTTTTGAAATAGACGAATATAGTTTT  
55967 
               |||   |||       |  | ||  | |   |  |||   |   | | ||||  | ||  
Sbjct  56263  -CATCATCAG-------CCCATTC--AGG---AACTTT---ACCGGGCCAATAACGCTTA  
56306 
 
Query  55968  --TTTATTATCAGCAAATATTAGTTGTTAATTGTTAGTTTTTTGTTAGCGGAGAAAATTG  
56025 
                |||| | |  || ||| |||  | | |       | || |   ||  ||  |  |  | 
Sbjct  56307  ACTTTAGTTTG-GCCAATTTTACCTCTGA-------GCTTATCCCTAATGGCTATTACAG  
56358 
 
Query  56026  AACCCACCCACGACCTTTCCCTCTCTCCCTTCTCCTTTTACCATCAAGTCAACCTTAGAA  
56085 
               | | ||  || |||   | || || ||    |  || | || |||| | |||   | || 
Sbjct  56359  TATC-ACTAAC-ACC---CGCTGTCACCGACATTGTTCTTCC-TCAATTGAACGCCA-AA  
56411 
 
Query  56086  CTCTA-ATAG-ACAAATACA--GTAACT---TA---TGTTTTTTTGTCCT----------  
56125 
462 
 
              | ||| || | ||| || ||  |||| |   ||   ||||| |||   |            
Sbjct  56412  CCCTATATTGCACAGATGCATAGTAAATCGGTAAAATGTTTGTTTACACAGCACAGAAAC  
56471 
 
Query  56126  ------TTCTATATTTGCTAGCA-GATGTTTCATCGAATGTGTCCTTGGAGGAAAAACA-  
56177 
                    ||| | |||   ||||| ||   |  ||  ||||  ||     | |||| |||  
Sbjct  56472  AGAAGATTCCAGATTAAATAGCAAGAAAATAAATA-AATGAATC-----AAGAAACACAG  
56525 
 
Query  56178  -ACTACCCAAAG-----GAGAAACTTGGTCTGTTCACAAATTTGGTGGAACCTGTGTGGG  
56231 
               |  | | | ||     || ||| || |  | | |  ||  ||||  |    |||||    
Sbjct  56526  AAAGATCAATAGTGAATGATAAATTTTGA-TATGCGAAACATTGGAAGGGTTTGTGT---  
56581 
 
Query  56232  AACCTCTCAGAGAATAAAAAATGTTGCGGACATAATTCTTAAGGATGATTCGGAGAGGAA  
56291 
                  || || | | ||| |  ||          |||| |||  || || | | |||  |  
Sbjct  56582  ----TC-CAAACACTAACACTTG----------AATTGTTAGAGA-GAATAGAAGAAAAG  
56625 
 
Query  56292  ATTGGTGGTTGTTTCTGCAATGTCAAAGGTGACAGATATGA----TGTATGACCTTATCC  
56347 
               |||  ||   || |   |||  ||   | ||| |  | ||    | | || |  | ||| 
Sbjct  56626  TTTGAAGGAC-TTAC---AATTACA---GCGACCGGAAGGAACCCTCTCTGTCTCTGTCC  
56678 
 
Query  56348  ACAAGGCTCAATCACGCGATGAGTCTTATACAGCTGCATTAAATGCTGTTTTGGAGAAGC  
56407 
                   | ||   || ||   | |||       ||  ||    |   |||| ||        
Sbjct  56679  C----GTTC---CAGGCAGCGCGTC-------GCCCCACCCCAGCTTGTTCTG-------  
56717 
 
Query  56408  ACAGTGCAACTGCACATGACATACTTGATGGAG-AT--AATCTTGCTACTTTCT---TGT  
56461 
                  || |  |  |  |||  |||||  |  || ||  | | ||| |  ||| |   | | 
Sbjct  56718  ----TGAACTTTTATTTGATTTACTTTCTATAGTATTTATTTTTGTT--TTTATGAGTAT  
56771 
 
Query  56462  CTAAATTGCATCATGATATTAGTAACCTTAAGGCGATGCTTCGTGCAATATACATAGGTT  
56521 
               |||||  |||| | |||  | ||   ||| |       ||| |  ||||   |||  |  
Sbjct  56772  GTAAATGACATCTTTATACGAATA---TTATGTT-----TTCATTAAATAATAATAA-TA  
56822 
 
Query  56522  ATAAGCTCGTCAACCCTCGCTTTCTCTTTGATACTCTGTTCCTTTTTTT----TGGTACT  
56577 
              ||||  |  | ||   |   | | |     |||| ||  | ||  |       | | ||  
Sbjct  56823  ATAAATTTCTTAAAATTAAATATAT-----ATACACTAATGCTCATAAAAAAATTGAACG  
56877 
 
Query  56578  AAAAACCTATTTAATTTATGTATTAATTTATTATTTTGTTTTCTCTTGTTCAGTTATA-T  
56636 
              || | | |||||| |  |   | |||||| || | |  |   ||     | | ||| | | 
Sbjct  56878  AATATCATATTTATTAAA---ACTAATTTTTT-TATACTAAACTAAAAATAATTTAAAAT  
56933 
463 
 
 
Query  56637  CTATTTCTTTTATAA--ATCCTCAT-TTGAACCTAGGATGTTATTTTCACGTCGTCCTTG  
56693 
               ||||  | |||| |  ||    || || ||      || |||| ||    | |   ||| 
Sbjct  56934  TTATTATTATTATTATTATAAAGATATTTAA------ATTTTATATT----TTGGAATTG  
56983 
 
Query  56694  TTTATTATAAGACATAAGTTGGCATTTATGGCTTTC----------ACTTTCTGGTGTTG  
56743 
              | ||| |||||| | ||     |||||| |  ||||          ||||||  |  | | 
Sbjct  56984  TATAT-ATAAGATAAAATA---CATTTAAG--TTTCCTAAGTTACAACTTTC--GCATCG  
57035 
 
Query  56744  TTTTCACATTGTAATAGT-ATTGATGTTGATGTATATTGCATTATCTATTTCTTGGTTGC  
56802 
               ||  ||||| |||  || ||  || |  || |||||   || || ||| | |   |    
Sbjct  57036  GTT--ACATTTTAAAGGTTATATATATATATATATAT---AT-ATATATATATATATATA  
57089 
 
Query  56803  TATTTTGTAATATTGATCGTTGCTTATGTC--TTGGACACCA-----TTGT-ATGAC-AA  
56853 
              ||| |  ||||| | ||   ||  ||      ||  ||| ||     |||| || |  || 
Sbjct  57090  TATATAATAATAATAATTTATGAATAAAAAAATTATACAGCAACTAGTTGTCATTATTAA  
57149 
 
Query  56854  TAATAATA-ATAATAATAATA-TATGGTACTTTTTGGTCATTAATG-TCACATGATCTGT  
56910 
              |||  ||| || ||||||||| ||| |||  || |  || | ||   || | |||      
Sbjct  57150  TAAATATAGATGATAATAATAATATTGTAGCTTGT--TCCTAAACCCTCTCCTGAC----  
57203 
 
Query  56911  AGTATACATGTAACTGATCGCATAACCGTAGTATACATGCAATTGGTTAGATGACCTGTA  
56970 
              |  | | ||    |||| | | |  ||  || || | |||||        || | | ||  
Sbjct  57204  AAAAAAAATC---CTGAACCC-TCGCC--AG-ATTC-TGCAACC------ATAAGCAGTT  
57249 
 
Query  56971  GCACACA-TGAAATTGGTCACATG-ACCTGTATTATGCATGTTTCTTCATGTCTCAAAAA  
57028 
               |  ||| |||  ||| ||  | | |   |  |||     |||| || ||| ||       
Sbjct  57250  TCCGACACTGATGTTGTTCGGAAGCAAAAGATTTA-----GTTT-TTAATG-CT------  
57296 
 
Query  57029  TCAAACAATTCCAGTCACTTCTCTTAATCTATGCTTAATCACCTTTTCCCATAATTTCAT  
57088 
              || || ||| ||        |||||  |||    ||  ||  |||    ||| |  | || 
Sbjct  57297  TCGAAGAATACC--------CTCTTTCTCTCGTTTTCGTCGTCTT----CATCACATGAT  
57344 
 
Query  57089  AG-TATGATCTCT-GTAAACACCTTTTCCACAATGAATGATATTTAGTTTTCCGTAAATG  
57146 
               | ||   ||||| ||     || ||||||   |      |  || ||||||  |    | 
Sbjct  57345  GGGTACTTTCTCTCGTT----CCCTTTCCA---TCCGCTCTCCTTCGTTTTCTCT----G  
57393 
 
Query  57147  TTGTTGCTTAAAATGAATGAGTTAAGGAATTGCATTTTAAGCCTAACTAACACTCTTAAT  
57206 
464 
 
              || ||  || |||  | ||  | |     ||||        ||  || ||||||  | |  
Sbjct  57394  TTTTT--TTCAAAGCACTG--TCA-----TTGCT-------CC--ACAAACACTTATGAC  
57435 
 
Query  57207  ATCTTGCAGCTGGTCAT-GCAACAGAGTCCTTTACAGATTTTGTTGTGGGACATG-GAGA  
57264 
              | |     | | | ||| ||||| ||  ||     || | ||| | |    |||| || | 
Sbjct  57436  ACC-----GATAGCCATAGCAACGGAACCC-----AGTTCTTGATTTC---CATGAGAAA  
57482 
 
Query  57265  ATTATGGTCTGCTCAGATGTTGTCTCTAGTTATTAGGAAGGTATG--CT-GTTTTATT--  
57319 
                ||||  |   |||| |   ||    |    | | |||| | ||  || |||  |     
Sbjct  57483  CCTATG--CAAGTCAGGTAAAGTGAAGAACATTGATGAAGCTTTGGACTTGTTCCAAGGC  
57540 
 
Query  57320  -TAGAAAG-AT-ATGCTTTTTCCCCCTTTATCTGAATTTAGCTCATTGCATCATGCTTCT  
57376 
               | |  || || | || ||| ||  || |    || ||||  |  |||     || |  | 
Sbjct  57541  ATGGCTAGCATGAAGCCTTTGCCTTCTGTGAAGGACTTTACTTTGTTGTTGGGTGTTATT  
57600 
 
Query  57377  GTTCCGGTTCTA-CAGAATGGGACTGATTGCAAATGGATGGATACAAGGGATGTCCTTAT  
57435 
              ||   ||||  | ||  |    ||||    || ||   | | ||  ||  |  || || | 
Sbjct  57601  GTGA-GGTTGAAGCACTACACCACTGC---CATATCTTTAGTTA--AGC-ACATCTTT-T  
57652 
 
Query  57436  CGTAAATCCTACTGGTTCTAATCAAGTTGATCC--TGACTATTTGGAATCTGAGCAAA-G  
57492 
              | |     || || |   ||   ||| |||| |  | ||| ||   | | ||| |||  | 
Sbjct  57653  CTT-----CT-CTAGGCATAG--AAGCTGATACCATTACTCTTAATATTGTGATCAATTG  
57704 
 
Query  57493  ACT-TGA------AAAATGGTA-CTCTTTGAATCCATGTAA-GGTAATCATTGCCA--CT  
57541 
               || ||       ||  ||||  || || |  ||  |||   ||  |  ||   ||  || 
Sbjct  57705  TCTCTGCCGTTTGAAGTTGGTTGCTTTTGGGTTCTCTGTGTTGGGGACTATGTTCAAACT  
57764 
 
Query  57542  GGATTCATTGCAAGCACACCTCAAAACATTCCTACCACACTGAAGAGAGATGGAAGTGAC  
57601 
               | ||   || | || ||| |   |  | ||  ||| | || |  |  |  ||   ||   
Sbjct  57765  TGGTT---TGGA-GCCCAC-TGTGATGACTCTCACCGCTCTCATTAACG--GGCTTTGCG  
57817 
 
Query  57602  TTCTCGGCAGCAATTATGGGTGCTCTATTTAAGGC--TCGT-CAGGTC-ACAATTTGGAC  
57657 
              | |  ||||      ||| | ||||      ||||  |||  | |||  |  || ||||  
Sbjct  57818  TGCAGGGCA------ATGTG-GCTC------AGGCAGTCGGGCTGGTTGATCATATGGAG  
57864 
 
Query  57658  AGA-TGTTG-----ATGGTGTGTATA---GTGCAGATCCTAGA--AAAGGTTTGT-TATG  
57705 
              | | ||  |     || |  ||| ||   || | |    | ||  || || |||| || | 
Sbjct  57865  AAAATGAGGTATCCATTGGATGTTTACACGTACGGGGTGTTGATTAATGGGTTGTGTAAG  
57924 
465 
 
 
Query  57706  CTTCGT-ACTCTGTCTCTGAGTTAAACAATGAGTGGACT--GGATCATG-AGAATTGGTT  
57761 
                  |  || || |  | | | |      ||||||| ||  | |  ||| || |  ||   
Sbjct  57925  ACGGGAGACACTTTGGCGGCGGT------TGAGTGG-CTAAGAAAGATGGAGGAAAGGAA  
57977 
 
Query  57762  TTTAGTAACCAGA---GGGAGTTCTAGCTCTGACATATTGATGATTCTTTTGTGTTGTGT  
57818 
              ||  | ||||  |   || |||| ||   |  |  ||| |||| ||    ||||    |  
Sbjct  57978  TTG-GAAACCTAATGTGGTAGTT-TACAGCACAATTATGGATGGTT----TGTGCAAGGA  
58031 
 
Query  57819  TTGACTGCCATAACATGATGTTTTGATTAAATA-TAAACAATAATATCGTATGCAGTTAG  
57877 
              | || ||  ||    ||| |  |||| |   |  |    ||| |      | |  ||| | 
Sbjct  58032  TGGATTGGTATC---TGAAGCGTTGAATTTGTGCTCGGAAATGAGTGGCAAAGGTGTTCG  
58088 
 
Query  57878  ---TGAGGCTGTGATTTTGAAGACACTGTCTT-AT-CAAGAGGCTTGGGAAATGGTGAGT  
57932 
                 | |   ||| | ||     || ||  ||| || |||| | ||| | || |      | 
Sbjct  58089  ACCTAATCTTGTCACTT-----ACGCTTGCTTGATTCAAG-GTCTTTGCAATT------T  
58136 
 
Query  57933  TAGATGCTGGAAAGCCTCAATGCTCCTTCTGCTTGTAAAATTAAGGAGATTAACTTGCAA  
57992 
              | || | |||||||   |  || | || ||||| |    || | |  ||| ||  ||  | 
Sbjct  58137  TGGAAGGTGGAAAGAGAC--TGGTTCT-CTGCTGG----ATGA-GATGATAAAAATGGGA  
58188 
 
Query  57993  ATT-GTCTG---TTGTACAGTCT---TATTTTGGTGCCAATGTCTTGCATCCCCGCACAA  
58045 
              ||  | |||   ||| | | |||   |||||| |||   ||| ||| |  |   | |  | 
Sbjct  58189  ATGAGGCTGGATTTGCAGACTCTCAATATTTTAGTGG--ATG-CTTTCTGCAAAGAAGGA  
58245 
 
Query  58046  TTATTCCTGTGATGCGATATGGCATACCCATTATGATAAGGAACATTTTCAACCTTTCTG  
58105 
                |     |||||||   | |  | |   | | ||||  ||    || | |    ||||| 
Sbjct  58246  AAA-----GTGATGC---AGGCTAAA---AGTGTGATTGGGT---TTATGA----TTCTG  
58287 
 
Query  58106  CTCCTGGAA----CAAAGATCTGCC---ATCCTTCTGTTAATGATCATGAAGATAGCCAG  
58158 
                   ||||    |  |  ||| |    ||  ||| ||| ||  ||||  | || |     
Sbjct  58288  ACGGGGGAAGGGCCGGATGTCTTCACCTATAATTC-GTTGAT--TCATATATATTGTT--  
58342 
 
Query  58159  AACCTGCAAAATTTTGTCAAAGGATTTGCAACCATAGACAACTTGGCACTTGTAAACGTC  
58218 
                  ||||||||      ||| || | |   |||| || |   |  || ||   || |   
Sbjct  58343  ----TGCAAAATA-----AAATGAAT-GAGGCCAT-GAGAGTGTTTCATTT---AATG--  
58386 
 
Query  58219  GAGGGGTGAGTCATGAATTGCAGTTGTGTTACATGATGAATAGTTGGCATTTTTTGCTGC  
58278 
466 
 
                   || || || |    || |||    |||  ||   || || |    ||||| || | 
Sbjct  58387  -----GTTAG-CAGGG---GCTGTT----TACCGGAC--ATTGTGG----TTTTTACTTC  
58427 
 
Query  58279  ACGAGGATTTCTATTTAA--TTTAAGGTTTTCTTTAACCAATATTAATAGTCCAAGTTGT  
58336 
              ||     | || |   |   | |||||    |   |||    |||||||    | ||| | 
Sbjct  58428  ACT----TATCCACGGATGGTGTAAGGA---CAAAAAC----ATTAATA----AGGTTAT  
58472 
 
Query  58337  AGAT----TCCAATAAATTTTTCTTTGATGC--TTTTTTGCAGAACTGGAATGGCTGGTG  
58390 
                ||    |  |  ||||    ||  ||||   ||| || | ||  | |  |  ||  || 
Sbjct  58473  GCATCTGTTGGAGGAAATGG--CTAAGATGGGATTTGTTCCTGATGTTG--TCACT--TG  
58526 
 
Query  58391  TTCCAGGTACTGCCAGTGCTATTTTTGGTGCAG-TAAAAGATGTTGGAGCTAATGTTATC  
58449 
                |||  |  |    |||   ||| |   |||| || |  || | |  || || |  | | 
Sbjct  58527  GACCAC-TCTTATAGGTGGGTTTTGTCAAGCAGGTAGACCAT-TAGCTGCAAAAG--AAC  
58582 
 
Query  58450  ATGATATCTCAGG-TGCACTTATAACTT----TTTTCAATTTTTCTAGTTGTCCACGCTG  
58504 
               || | |||||   |||||  |||   |    ||  |||| |    | ||||    |||| 
Sbjct  58583  -TGTT-TCTCAATATGCACAAATATGGTCAAGTTCCCAATCTCCAGACTTGT----GCTG  
58636 
 
Query  58505  ATATATAAGAAATGGCATTAATCATTAACAGTATTTATGTAGGCTAGTAGTGAGCATTCA  
58564 
               |||||  ||  |||| |  ||   |||  | | |  | |       |  ||||    || 
Sbjct  58637  TTATATTGGA--TGGCCT--ATG--TAAAGGAAATCTTCT-------TTCTGAGG---CA  
58680 
 
Query  58565  GTATGCTTTGCTGTGCCCGAGAAAGAAGTAAAAGCTGTTGCTGAGGCATTGCAATCTAGA  
58624 
              || |  || |||| | |   | | ||||   ||  ||   || |   |||| ||| || | 
Sbjct  58681  GTGTCGTTGGCTGAGGCAATGGA-GAAGAGTAATTTGGATCTTAAT-ATTGTAATTTATA  
58738 
 
Query  58625  TTTCGTCAAGCTTTGGATAATGGGC-GTCTTTCTCAGGTGCTAAATCCAATTCTTCTAA-  
58682 
               |   |   ||||     |||| || ||        | ||  |||   ||| || |     
Sbjct  58739  GTATTTT--GCTTGACGGAATGTGCAGT--------GCTGGAAAACTGAATGCTGCATGG  
58788 
 
Query  58683  -AACCAAATGCATGTTT--CTGTTCAATTGTTAAGACTTGACTCTCTTTAGTGATATCAG  
58739 
               |||    | |  ||||  ||| | ||   ||   | || ||  | | || | ||| ||  
Sbjct  58789  GAACTCTTTTCTAGTTTGCCTGGTAAAGGTTTGCAAATTAACGTT-TATACTTATACCA-  
58846 
 
Query  58740  ACTGAAGATTTA---TCATTCTACATTTTG-----TGGATT----TGAAAACTGGATGAA  
58787 
                | | |||| |   ||  | || |    |     |||||     |||| |||   |||  
Sbjct  58847  --TTATGATTAAGGGTCTCTGTAAACAAGGCTCATTGGATAAAGCTGAAGACTTACTGAT  
58904 
467 
 
 
Query  58788  ATATTTG--AG----TGCCATGCATGGTTGTAAATTGCAGTTGCAGTTTCGTTGTGATTT  
58841 
              | || ||  ||    || | ||| ||   |  || |||| || || | || ||||      
Sbjct  58905  AAATATGGAAGAGAATGGC-TGCCTGCCAGATAACTGCACTTACAATGTCTTTGTCCA--  
58961 
 
Query  58842  TTTATG-TTGCGGGCTGATGTGGCTGCTGCAATTGTGGTCACGATG-TGGCTGTCA----  
58895 
                 | | ||||   |  |   ||    |||||    | |||  |   |  ||  ||     
Sbjct  58962  ---AGGCTTGCTAACAAAAAAGGAGATTGCAA----GATCAATAAAATACCTTACAATAA  
59014 
 
Query  58896  TGAGTCAAAAAAC-TTTTATGTTGCGGCTGCAATTGTGGTTGCAGACCTCAATTCAAAAC  
58954 
              ||||  | |||   ||||  || |  ||||| |         ||||    ||||    || 
Sbjct  59015  TGAGAGACAAAGGGTTTTCAGTAGATGCTGCTACCA------CAGA----AATT----AC  
59060 
 
Query  58955  CATGGTGCCATGCTCTTAATTTTTTTAAGA-GTATAAAGACTGAAGTGTTGTATTATCTT  
59013 
               ||     ||    |||| | |  | | || | | | |  | ||| |   | ||| | || 
Sbjct  59061  TAT-----CAACTACTTA-TCTACTAATGAAGGAGACAC-CAGAATTCGAGAATTTTTTT  
59113 
 
Query  59014  TTCTATACAATT------TGTC------TTCATTGTGAAAGTGTTTTAATT--TTCCTCT  
59059 
              ||| | | |  |      || |      |||| |  || | |  || || |  |  |||| 
Sbjct  59114  TTCCAAAAAGATAGCAAATGCCAAGAGTTTCACTTGGACATTTATTCAAATCCTGACTCT  
59173 
 
Query  59060  TAATT--TTAATT------AATAATA-AGTGCATATTAGGGTTAAAAGAAATATGCAAGC  
59110 
               ||||  |  ||       |||  || ||  |    ||| |  ||  |  ||| ||     
Sbjct  59174  CAATTCATCCATGTTCCACAATCCTATAGGACCCCATAGAGAGAACTGGCATAGGC----  
59229 
 
Query  59111  TACAGTCCACTTAATAATTATTATGATCTAGAACAGTGGAAGCAAACATCAGTG-ATGCA  
59169 
              | |||   |||||  | || |||  || || || |     | ||  ||  |||| || || 
Sbjct  59230  TTCAGA--ACTTACAATTTGTTAA-ATATATAAAATCATTACCATTCA--AGTGCATCCA  
59284 
 
Query  59170  GATATCAACAGTTGGGACTAAGACTATTATTTCTTGCACTAGATTAATATAAAAATCAAG  
59229 
                |  |||    || || || ||   ||  | |||  || || | |  | ||   | ||| 
Sbjct  59285  CCTGACAATTTATGTGATTAGGAGAGTTGGTCCTTA-AC-AGGT-ATCACAACCTTTAAG  
59341 
 
Query  59230  GATTACTATAAAATGTCAAGCACAAGGATCCATTGGGAACTTCTTTAAAGTTCCAAAGAT  
59289 
               | |  ||| | ||            ||||| |   |  ||||| |    |||  ||  | 
Sbjct  59342  AAAT--TATGAGATT-----------GATCCTTGTTG--CTTCTCTTC--TTCATAA--T  
59382 
 
Query  59290  GAAGTCATCCAATAACATTAAGGCTCGAGCCTTGAGTC--TTCCTGGAACAATAGT--GC  
59345 
468 
 
               || | ||   ||    || || | | ||  |  |||   ||  ||   || | ||  || 
Sbjct  59383  TAACTTAT---AT----TTGAGCC-CAAGG-TAAAGTGGGTTTGTG---CATT-GTCCGC  
59429 
 
Query  59346  A-TTATGCCTGTAGAAGTCATGGTTGAATTGTAT-TGAGTTATGTTTGCTCGCTTATCAC  
59403 
              | ||    ||  | |||   || || ||  |  | | || |||   | ||  |||| | | 
Sbjct  59430  ACTTCAAGCTCAAAAAGCTCTGTTTTAAGGGGGTCTTAGATATAAAT-CTTTCTTAGCTC  
59488 
 
Query  59404  AAAAATTTGGGTGTTACCTTTGAATTTGTTCACCAATTGTTGTATTTGATTCTTGAATGT  
59463 
               |  | |  | | | | || |||||         |||||||   |   ||| ||    || 
Sbjct  59489  CACCAATCAGCT-TAAGCTGTGAATAG-------AATTGTTCCTTGACATTTTTAGTGGT  
59540 
 
Query  59464  AAGGATGTTCA----TGATATAA--TTCAATAAAATATTAACTAGGGATATGCTACTTTT  
59517 
              ||| || ||||    || |   |  || | |   |||| | ||   | |||   | |    
Sbjct  59541  AAGTATTTTCACCTCTGCTTGCACATTTATTTTGATATAACCTCAAGTTATTAAAATAGC  
59600 
 
Query  59518  TTGTTGAGGGCGAGCCCTGGTGCAGCGGTAAAGTTGTGCCTTGGTGACTTGT-TGGTCAT  
59576 
              ||    |    || |  |  | ||      || ||||||  ||    ||||  |  | || 
Sbjct  59601  TTAAAAAAATAGACCTATA-TACAATTTAGAAATTGTGC--TGTATCCTTGCATTTTTAT  
59657 
 
Query  59577  GGGTTCGAATCCGGAAACAGCCTCTTTGCATATGCAAGGGTAAGGCTGCGTACAACATCC  
59636 
              ||    || |    ||      | ||| | |||| |    ||    ||| | |||      
Sbjct  59658  GGAACTGAGT----AAT-----TTTTTACTTATGTA----TATT--TGCCTTCAAGTAAG  
59702 
 
Query  59637  CTCCCCCAT--ACCT--TCGCAT-AGCGAAGAGCCTCTGGGCAATGGGG-TACAAAGTTT  
59690 
               |     ||  | |   | |||| || ||  ||||  |   ||||   | ||  ||     
Sbjct  59703  TTTAATAATGAAGCAAGTTGCATTAGGGATAAGCCAAT---CAATATTGCTAGTAA----  
59755 
 
Query  59691  TATGCTACTTTTTTGTTCTGTGAATGTGGCAATAATGTATTTGATAATCAAAAGGAAATG  
59750 
               ||| || ||    | |   | |||   || |   |  |||  |||  || ||| ||||  
Sbjct  59756  -ATGATAATTGACAGCT---TAAATTCTGCCAGGGTAAATTCAATATACACAAG-AAAT-  
59809 
 
Query  59751  CATAGTCTCTTCCTCATAAGATAGTTGGACGTGAAAGTTGTGTTAAATGGAGTGCTTCTT  
59810 
              ||| ||   || || ||    |||||     | | |  | ||| |||||||       || 
Sbjct  59810  CAT-GTAA-TTGCTTATTGCTTAGTT-----TTATACATTTGTCAAATGGA-------TT  
59855 
 
Query  59811  CCTCTTCTTTTTTTCCCATCAGTTTATGTGCTTATTTCTTTTGTTTGTTTATTATCATGA  
59870 
              ||     ||| | |   | || || ||  |   ||       | |  |||           
Sbjct  59856  CCA----TTTATGTAAAAGCATTTAATAAGACCATAA-----GCTGCTTT----------  
59896 
469 
 
 
Query  59871  AGTAGAAACTTGAGAGCCGAATAATTTCATTTCTTCTGTTTAAATTAGTATGTGACTGAA  
59930 
                ||||| |||        |||  |||   |||  | | |  |  || ||    | | || 
Sbjct  59897  --TAGAA-CTT--------AATCCTTT---TTC--CAGCTACAGGTATTAA---AATTAA  
59937 
 
Query  59931  TGATGTTAAAATTTAAAGCTTGTTATTTTATTACCTTTTTTGGATTCTAAGTTATGAATC  
59990 
              | |  || || | | || | ||| |  | ||||  ||   ||||    ||| | |    | 
Sbjct  59938  TAAATTTCAACTATGAA-CGTGT-ACCTCATTAGGTTAAATGGAA---AAGATCT----C  
59988 
 
Query  59991  ATCTCTCAGG     60000 
              |||| || ||    
Sbjct  59989  ATCT-TCTGGTCT  60000 
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Query  60001  TTGCAGTCATTCCAAATTGTAGCATTCTGGCTGCAGTTGGCCAGAAAATGGCAAGCACTC  
60060 
               ||     || ||    ||||| |    ||   |  |||    ||| |   |||| | |  
Sbjct  60001  ATGAT---ATACCG---TGTAGAAG---GGGAACTTTTGTG--GAACACC-CAAGAATT-  
60047 
 
Query  60061  CTGGTGTTAGTG-----CCTCCCTTTTCAAT------GCATTGGCTAAGGTT-AGGAAAT  
60108 
472 
 
               | || | |  |     |||| ||    |||      ||||  ||||  ||| || |  | 
Sbjct  60048  -TTGTTTCATGGAAACTCCTCACTCAAAAATACTGTAGCATGAGCTAGCGTTCAGTAGCT  
60106 
 
Query  60109  TATGTTTAAGAT--ATTGCTTAGGTTAGAGATTTTTGCGTATTTTGTATATTCTTT---T  
60163 
              |   ||||  ||  || |||    || ||| |  |    |||||| ||| || |||   | 
Sbjct  60107  TCCTTTTATCATGGATAGCTCT--TTGGAGCTAATGT--TATTTTATATTTTGTTTCCTT  
60162 
 
Query  60164  GCTTGTTTTATGTTCAAACTTGTTTTCATAAACAGGCCAATATAAATG--TCCGTGCTAT  
60221 
               ||||| | || ||   |||| | |   | |  |||  | |    ||   || |  || | 
Sbjct  60163  TCTTGTGT-ATTTT---ACTTTTCTGTTTTAGGAGG--ATTCCTGATCCTTCTGCACTGT  
60216 
 
Query  60222  AGCCCAAGGTTGTTCTGAGTACAATATTACTGTTGTTGTTAAGCGAGAGGATTGTATAAA  
60281 
              |  ||    || ||||   | | |  | | ||||  ||| | | || |   ||        
Sbjct  60217  ACTCC----TT-TTCTC--TCCTAGTTCATTGTT--TGTGATGGGAAA---TT-------  
60257 
 
Query  60282  GGCTTTACGAGCTGTCCATTCCAGATTT--TATCTCTCAAGA-ACCACCATAGCAATGGG  
60338 
                 |||            ||||| ||||  || || | | || || |  ||  | | |   
Sbjct  60258  ---TTT------------TTCCATATTTATTACCTGTTAGGAGACGAAAAT--CTAAGAT  
60300 
 
Query  60339  CATTATTGGACCTGGATTAATTGGGAGCACACTACTTGAGCAGCTAAGGGATCAGGTGCA  
60398 
              | | |||     |||||   |||      |  | |||   | || || |  |    |    
Sbjct  60301  C-TAATTTA---TGGATGC-TTG------CTGTCCTTT--CTGCAAACGTTTTTTTTTTT  
60347 
 
Query  60399  GTTT-CTGTAGACACTTTTTGTATGCCTGAATAATTATTTTGGTTTTACCTTTTTTATGT  
60457 
               ||| || | |||| ||||      ||  | | |  ||    |||| ||    || |||  
Sbjct  60348  TTTTACTTTTGACAGTTTTCC----CCCCATTTAAAATAACAGTTTGAC----TTCATGG  
60399 
 
Query  60458  TT--TGGTGTGTATTTTGCCTGTCATCATCCTTGGTGTGAAATTAACTATTTTTCTAATT  
60515 
              ||  |||| || |  |||      ||||  |||  | || | | |  | || || ||| | 
Sbjct  60400  TTCTTGGTTTGCAGATTGAA----ATCA--CTT--TATGCACTCA--TTTTGTTATAACT  
60449 
 
Query  60516  TAAAATTCCTCTTCAAGGAAATAATGCCTATAATT----GAAGAATAA-AGTTTATTTTA  
60570 
              ||       | | | |||||  |  ||  ||| ||    || | || | ||   |  ||| 
Sbjct  60450  TA-------TGTGCGAGGAAG-ACCGCAAATAGTTCAGCGATGGATCATAGA--AGGTTA  
60499 
 
Query  60571  ATAACAGATAATTTTCTTTATGTTGAAGCTGCACCATTTGTAACTGTTTTACTGATTAAA  
60630 
               | | | ||  ||||||||    |  | |||| |   ||||     ||||  | ||| || 
Sbjct  60500  GTCAAACATT-TTTTCTTTGCAAT--ATCTGCTCAGCTTGT-----TTTTTGTAATTCAA  
60551 
473 
 
 
Query  60631  ATACATTTTCAAAAGAATTTATTTGTTTGTCAATGTAAGTAAAAAAGGTGCCACCACATT  
60690 
              ||   ||  ||  | || || || |||||  |||                        || 
Sbjct  60552  ATTTTTTAGCATCATAAGTTGTTCGTTTGA-AAT------------------------TT  
60586 
 
Query  60691  GGAAGTGTGACATTCTAGTGTAGTGTTTATATATACGACTTTGGGGTCTCCAACTACCAT  
60750 
               ||| ||  | |||    |||   ||| |||| |   |||||    |||     |  | | 
Sbjct  60587  TGAA-TGA-ATATTTATCTGTTAAGTT-ATATTTC--ACTTT----TCT-----TTTCTT  
60632 
 
Query  60751  GACTACTTTTTGTTGTGTGGTTCTTCCAAGGTTCTTATCTAATTGATAT--CAGATATTT  
60808 
              | | | || ||  | |||  |||   | ||||| | ||  ||  | ||   || | | |  
Sbjct  60633  GTC-ATTTCTTTCTATGT--TTCAGACTAGGTTATCATTAAACGGGTAAGACACAGACTC  
60689 
 
Query  60809  CCA-CTG--TGTTTCTCAACTACAAATGAGCGGC---ATGGGTGGTGATGCTGGCATTGT  
60862 
               || |||  |||||      ||     ||||| |   |||| |       |  ||| ||  
Sbjct  60690  TCAGCTGAATGTTT------TATGG--GAGCGACTAGATGGCTTCCACATCAAGCAATGA  
60741 
 
Query  60863  AGTTTTTGCTTGGGACTAGTTAAAGGGTT---AG-TGCACAGCCTGCTCGTGTGGGCCCG  
60918 
               |||    | |  ||   ||||  |||||   || || | |  ||| |  ||| |    | 
Sbjct  60742  TGTT----CATTAGATCGGTTACTGGGTTTTGAGATGTAAATGCTGATTCTGTCGAATGG  
60797 
 
Query  60919  TG-GCTGCAAAGCAAGATGGAATGTTAGGAT-----CCAATTGCAAGGTATGAGACTTGA  
60972 
              |  | |  |  |  |||  ||| |||  |||     |   ||| ||| | ||  |  |   
Sbjct  60798  TATGGTTTAGTGATAGAGTGAA-GTTGTGATTTTGTCTTCTTGAAAGTTCTGTCATCTAG  
60856 
 
Query  60973  GTCTCACATTTGA----AGTTTAGGATGTATAAGGTCCTTGGCTCTC--CAAACTACAAT  
61026 
               |||    ||||     | ||||  || |  ||  |  | ||| ||   || | || | | 
Sbjct  60857  TTCT----TTTGTCCATAATTTAAAATATTCAATATGTTGGGCACTTGTCATATTA-AGT  
60911 
 
Query  61027  GACTAGTTTTTGTGGTGTAGATCTCCCAAGGTTCTTATCATTATACAAGAAGATAGAGAA  
61086 
              ||   ||  ||    |||| || |     ||||   | | |||| |   | | |       
Sbjct  60912  GAGG-GTAATT----TGTAAATTTTATTGGGTTGC-AGCCTTATGCTTAATGCT------  
60959 
 
Query  61087  AATTCAGATGATTGCTTTCGAAACAAGTAATAGAAATAAAAAT-------AT------AG  
61133 
                 ||| ||  |||||||  ||    |||| ||   |||||||       ||      || 
Sbjct  60960  ---TCATATTCTTGCTTT--AAT---GTAA-AGC--TAAAAATGGTTTGCATGTGCCAAG  
61008 
 
Query  61134  GAGAA--ATTGTAAACTAGGACTTAAATAGTAAAACACAATTAAT--ATTGGCTTA---A  
61186 
474 
 
              ||| |  ||  |  || | |||   | | ||  | ||   | |||  | || ||||   | 
Sbjct  61009  GAGCAGTATCCTTGACCATGAC---ACTGGTTTAGCATT-TGAATGGACTGCCTTATATA  
61064 
 
Query  61187  CTGAAGTTTAGTTAGTCTTAATAGCTGTAGACAGCTGAAGTTTCTATTGTAAGCTTGCAG  
61246 
               |||   ||||| |    ||  || ||| || || | | | || |  |||||     ||  
Sbjct  61065  TTGATTCTTAGTGAACAGTACAAGATGT-GAGAGGTAATGATTTT--TGTAAAA---CAA  
61118 
 
Query  61247  GACAAGG-TAACTCTATTAT-----ATAAAACTC-ATCT---TCCATCAGA---------  
61287 
                ||||  | |||||| ||      || |   || || |   || |||| |          
Sbjct  61119  T-CAAGTCTTACTCTACTAGGTGGGATGATTGTCTATATGGATCAATCACACTATAGGGC  
61177 
 
Query  61288  --TAGTAATAAG-TGATTCATCAATCAATAACAGAAAACAGATTCAGCCTCTCTCTCTCT  
61344 
                ||| ||||   |||||  ||| | ||  |||    | ||  | ||| |||||   | | 
Sbjct  61178  ACTAGCAATATCCTGATTT-TCAGTAAA--ACAATCTAGAGCGT-AGCTTCTCTTAAT-T  
61232 
 
Query  61345  AGAATTCTAGTAAATATTTTATATGGGGTATTTACTTGTCTAACTTTAACATTGTTATGC  
61404 
               |  |||   ||| |||||| | | |      ||||  | ||| ||||| ||||  |    
Sbjct  61233  GG--TTCCCCTAA-TATTTTCTTTTGTCCCCCTACTCTTATAAATTTAA-ATTG--AACA  
61286 
 
Query  61405  ATC-TCCATTTC-TGACTT------TTTTG----ACTGGTAA--ATATTTCTTTATGATT  
61450 
              ||| || ||||  || |||      ||||     ||| |  |  | |||| |     ||| 
Sbjct  61287  ATCCTCTATTTGATGGCTTCGGCTCTTTTCTAGCACTTGAGAGCAAATTT-TCCCCCATT  
61345 
 
Query  61451  TGATCCCTGGCAAGCATTTTACATTTCCGTGTTTAAATATGTTCCTGTTATGCTATAGTA  
61510 
              ||||||    ||   | |||||   || ||  | | || | ||| |   |   | |   | 
Sbjct  61346  TGATCCA---CATTTAGTTTAC---TCGGTAATCACATTT-TTCATCAGAATGTTTTCAA  
61398 
 
Query  61511  GGGTAA-CTTCATTTTATCATGTTAACATACTGGAATTGAAATATGTGGCAAATTCACAT  
61569 
              |  ||  |||||   ||| ||  |||  ||||  |  ||||| |  |  |   |||  || 
Sbjct  61399  GAATATTCTTCAAAATATAAT--TAAT-TACTATA--TGAAACAGATATCTCCTTCTAAT  
61453 
 
Query  61570  GACAATTCTTTTAATGCAGGCCTCAACCCTAAAAGAA-GAATTCAACATCGATTTGCGTG  
61628 
               |||    |||| |   | |  |  |   ||||| |  |  ||||| | |    ||| |  
Sbjct  61454  CACA----TTTTGA---AAGATTATATTTTAAAAAATTGTTTTCAAGAAC----TGC-TC  
61501 
 
Query  61629  TAATGGGCATAC-TTGGTTCAAAGTCAATGC---TTCTTAGTGATGTGTAAGTTGAATCA  
61684 
              |||     |||  |||  || ||  ||| ||   ||||||   || | ||||||||| || 
Sbjct  61502  TAA-----ATAAATTGACTCCAAAACAA-GCAAATTCTTA---ATCT-TAAGTTGAAACA  
61551 
475 
 
 
Query  61685  CTCTGACTGAAATATCTCTTCGAATGATAATTAGGCTTTCTTGCTTGTATAACTATTAGA  
61744 
                   |||  ||  |   ||   |  | ||  ||| ||      || |   ||||||| | 
Sbjct  61552  AC---ACTCCAAACTTGTTTAACAAAACAA--AGG-TTCAACAATTATCCCACTATTAAA  
61605 
 
Query  61745  GCCCTTTTATGTGAGAAAGCAGACTTCAT--TTTACA-CTTCACTCTTTTTACCTTTTTG  
61801 
                    ||||   || || ||  |||||   | || | | ||| |  ||||   || ||| 
Sbjct  61606  A-----TTATTCAAGGAAACA--CTTCACCGTCTATATCATCAGTTATTTTCATTTGTTG  
61658 
 
Query  61802  GAAAGCTTTATTGTTTATTATATATCATTTATGTATTGTTATTTGGA---TGAAAGAAGA  
61858 
               |    ||||  |   ||||    |||   |||  |||  | | |||   ||| | || | 
Sbjct  61659  TA----TTTAAAGA--ATTACTCCTCAA--ATGATTTG--ACTGGGAGAATGACATAAAA  
61708 
 
Query  61859  TTATATTTTTA--AG--TAAGCCATAGTAACGTG---ATTGGGTCTCCTAGATAGAATGG  
61911 
               ||||||| |   ||  |||  | | |  || |    | ||  || |||  | | ||| | 
Sbjct  61709  ATATATTTATCTCAGAATAATGCTTTG--ACTTTTACAATGT-TCCCCTC-ACAAAATTG  
61764 
 
Query  61912  A-CTC---AAAATGTAGGCAATACCTGATTGCTTTTGGGAGCCGTGTTTCTTGATATGGG  
61967 
              | |||   ||||  ||   ||||    |   ||||  ||||   | | ||  | | |||  
Sbjct  61765  ATCTCTTTAAAAAATAAAAAATA----AAAACTTT--GGAG---TTTGTCCAGCT-TGG-  
61813 
 
Query  61968  TGATTTTTGGACTTCCTACTTTGGTTTGACAACTCTCTCTTGCTTACAATTTTGAAGTTC  
62027 
                         || |   |||         |||     |    ||| |  ||||||||   
Sbjct  61814  -----------CTCCAATCTT---------AACCAAAGCAGCATTAAAGCTTTGAAGTAT  
61853 
 
Query  62028  ATCTGTTGGCAAGAGGAATTCATT---GGTTAATACAGTGGTCATGAAGATACATCAA--  
62082 
              |       |||| || |   |||    || |||| || ||   | | | | |  ||     
Sbjct  61854  AGA-----GCAAAAGTACACCATATTAGGCTAAT-CAATGAAAAGGTACAAAGCTCCCGT  
61907 
 
Query  62083  CAAAATTCATCCTATG---ATTTGTT--GGTTTTATGAGCTTGGTTATATGTGCATTATT  
62137 
              || | ||    ||| |   ||   |   ||  |  | || |||||| |       || || 
Sbjct  61908  CAGATTTTGAACTAGGCAGATAACTAAGGGAGTGTTTAGTTTGGTTGT-------TTTTT  
61960 
 
Query  62138  GAAGTTGGTTTTTGTTCAATCATTATATAATATTATTTCTCCTTGCAGGGGCATTGACTT  
62197 
              ||  ||  || || |||| | |  ||| || |   |       || |   |  ||   || 
Sbjct  61961  GA--TT--TTATT-TTCACTGAAAATAAAAAACGGTGA-----TGAAAATGTGTTTGGTT  
62010 
 
Query  62198  AGCTAGATGGAGAGAACTTCGAGAGGAAAGAGGAGAAGTGGCTAATATGGAAAAATTTGT  
62257 
476 
 
               | |   || | | |  ||||   | ||| | || ||  |  |||      | || | |  
Sbjct  62011  TGATTTCTGAAAACATTTTCG---GTAAAAATGAAAACAG--TAA------ACAACTAG-  
62058 
 
Query  62258  TCAACATGTACATGGAAATCATTTTATACCAAACACGGCATT---AGTGGACTGCACAGC  
62314 
                || ||| | |   |||  |||||    |     | | |||   ||| ||  | ||||  
Sbjct  62059  --AAAATGAAAACAAAAA--ATTTT----CGTTTTCAGTATTTTCAGTTGA--GAACAGA  
62108 
 
Query  62315  TGACTCTGTCATTGCTGGCTATTACTATGATTGGTTGCGCAAAGGAATACATGTAGTT--  
62372 
                 |||    |||  |||   |||  ||||    |||||   |  |||| ||||||||   
Sbjct  62109  AACCTC----ATTT-TGG---TTAAAATGAAA--TTGCGGTGAC-AATAAATGTAGTTTT  
62157 
 
Query  62373  ACTC----CTAA-----CAAGAAGGCAAATTCAGGACCACTTGATCAGGTAAAGTAATCC  
62423 
              |  |    ||||     ||| ||| |||  | ||   || |  ||||  |||| |  ||  
Sbjct  62158  AAGCAAATCTAAAAATACAAAAAGACAA--TAAGT--CAATATATCA--TAAATTT-TCA  
62210 
 
Query  62424  ATACTGTTCTTTTGATGGATAACATGTT-CGTGTTTGTTGACTTATCTCGTATTATCAAT  
62482 
               || | || |||  ||  | ||||     |  |       ||  | |   |||| |||   
Sbjct  62211  GTATTTTTATTTC-ATAAA-AACAGAAAACAAGAAATCAAACCAAACA--TATTTTCAGA  
62266 
 
Query  62483  GCTGTAGGATTTTGATACTACAAACCTGTTTTTTTCTGCAAGTACTCGGTTGAAAATGGA  
62542 
                |  |   |||||| | || ||||      |||||   || ||        |||  ||| 
Sbjct  62267  ATTTAAATCTTTTGAAAATAAAAACAA----TTTTCAAAAAATAA-------AAACAGGA  
62315 
 
Query  62543  AATTCCAAGACATTAATTTGGATTGATTTATTTTCTAATTTTTTATTTGTTTTGTTTTTT  
62602 
              |||   || |||  || |   | ||         |  |   |  || |||      | || 
Sbjct  62316  AATG--AAAACAGAAAATGAAAATGCAAACCAAACACACCCTA-ATATGTAACCAATGTT  
62372 
 
Query  62603  TATAAATTAAAGAATAATTCATTTAAAGGAAAGGAGAATACA-CATCATCACAT--TATC  
62659 
                 ||  || || |    |||||||   || || |  ||||| | |    |  |  | || 
Sbjct  62373  CCCAATATATAGCAC---TCATTTAGTAGACAGTA--ATACAACCTGGAGAAGTGGTGTC  
62427 
 
Query  62660  A-ATATTAGGGAGTTTGGATAGTCAGCTTTTA-CTCTTATTTCTATCATT-TACTTCATA  
62716 
                ||  |  || ||||    || || | || | ||   |   | |  |   || |||  | 
Sbjct  62428  CCATGGTGAGG-GTTTC---AGACAACATTAAGCTAAAAGCACAAAGAAAGTAATTCTAA  
62483 
 
Query  62717  CCA-CCATCCACTGGCAGCTG---------TCTATTTT---TTTTTCTCTTTTCTTTTTT  
62763 
                | || |||| ||||| ||          || || ||   ||  || |    |  ||   
Sbjct  62484  GAAACCTTCCATTGGCAACTAAAACTAGAATCGATATTCAATTAGTCCC----CGCTTGC  
62539 
477 
 
 
Query  62764  AAAATCAAAATATCATCTTTTGAATTTCTCTGTCTGTTTTGCAGCTATCATATTTGCTAG  
62823 
              | || |     |||  |  | |||   | || | ||   | |  ||  |  | ||||| | 
Sbjct  62540  ACAACCCTTGCATCCACAGT-GAACA-CACTCTATGACCTTCTCCTCCCTAAGTTGCTTG  
62597 
 
Query  62824  --TACTAGAGTAACTGTAATTTTT------TTTTTATCA----GCAAGA-GTAACTGTAA  
62870 
                ||||     |||   | |  |       || | ||||    ||   | | | ||     
Sbjct  62598  GGTACTCTGCAAACACAAGTGGTGGCAAAATTGTGATCACGTGGCTGCATGCACCTCAGG  
62657 
 
Query  62871  CTGTAAT----TTTATCGTCCAGCAGTTATACAGCTGTCACTAACCTGTAG--TTAGCTG  
62924 
              | | ||     || ||   |  || |  || |||    ||  ||| |   |  |||  |  
Sbjct  62658  CAGCAAAGACGTTCATAACCAGGCTGCAATTCAGAC--CAAAAACATAATGATTTAAGT-  
62714 
 
Query  62925  AGTCAGACTCAGCGTGGTATTCAGTTAG---GCTAAATTTCAAAGTGATCGGCTGGTTAT  
62981 
              | ||| | ||   |     | ||  |||   ||  || |  ||    |||   |||| |  
Sbjct  62715  ACTCAAAATCCAAGAAAACTACACATAGAATGCACAAATGAAATAAAATCT--TGGTGAA  
62772 
 
Query  62982  TG--AAGCGCAAGCTAAAGTT----CACTATACAAGACTATGGAACCAATAA--------  
63027 
               |  || ||  | |||   ||    || | |     || | | ||| |||||         
Sbjct  62773  AGTAAAACGACA-CTATTTTTTTAACATTTTTTGCTACCAAGTAAC-AATAACCTTACAA  
62830 
 
Query  63028  -AATTAATGACTC----AATGCATCATT-TCAGTTTT-AAACAATTTTCTCACTCTTTTC  
63080 
               ||||||   |||    || |||  | | | ||| |  ||| ||  | ||  ||  |||| 
Sbjct  62831  CAATTAACATCTCGGAGAAGGCACAAATATGAGTATAGAAATAACATACTTCCTAATTTC  
62890 
 
Query  63081  TCTGTTACTCTCTCTCTAAACCGAGGTTCACTGAACTCTGTTGACTAGTGGCACAATTGT  
63140 
                   ||||   | || | ||  | ||     ||  || |      |||| | ||||  | 
Sbjct  62891  AACAGTACTGAATATC-ACACA-ATGT-----GAGTTCAG------AGTGACCCAATGAT  
62937 
 
Query  63141  TCTAACA-GGATCTCATGCTGAGGAATGAG-GAATTCAA-ATA--ATTAATCTGAGAATA  
63195 
               | |||| |||||   || || | ||  || |||   || ||   |||| | || || |  
Sbjct  62938  ACAAACATGGATCGGCTG-TGGGAAAACAGAGAAGAGAACATTTTATTAGT-TGGGACTT  
62995 
 
Query  63196  AAAAGGAATGATTTATAAGTATAAGCTTGTCACTTGATGTCAACCAGTCTGCTACTTGTT  
63255 
               | |||  |  || ||| |  |||  | |      |||    |   ||  |  | |||   
Sbjct  62996  GAGAGG--TTCTTCATAGGCCTAAAAT-GAAGGGGGATT---AGGGGTTGGTAATTTGGC  
63049 
 
Query  63256  CTCTTGTCA---------TC-TTCCA----TTATAT----TTAGCAATTT-----GGAAA  
63292 
478 
 
               ||||  ||         || || ||    ||| ||    || ||| |||     ||| | 
Sbjct  63050  ATCTTAACACACAAACATTCCTTTCAGAGGTTAAATGACTTTGGCACTTTCCTTTGGAGA  
63109 
 
Query  63293  TTTATTGCTTTTA--CACCAAGTGATGTTTCATAGTTTAGT-TATTAACATCTACGATCA  
63349 
               | || ||    |  |||||| | |      |||  | ||  ||  | ||  ||| | |  
Sbjct  63110  CTAAT-GCCAAGAGGCACCAACTCACCAAGTATA--TAAGACTAAGAGCAAGTACAACCC  
63166 
 
Query  63350  AACTTTATGGTTAGCAT---AAACTGG-----AACGCTGAACAACAGTAGGTGTTGGCTT  
63401 
              | |   |  | | ||||   || |  |     ||| |||  ||  | ||| | ||||  | 
Sbjct  63167  ATCAGAACAGGTGGCATGCTAACCAAGTGAGCAACACTGCTCAT-ATTAGATTTTGGGAT  
63225 
 
Query  63402  TGG---GTTCATGCTTTCTGATAGAA--CAAGTACTTTGAAGACATGTTT---TAAT--A  
63451 
              |||   |||     ||| ||   |||  || || || |       |||||   | ||  | 
Sbjct  63226  TGGAAGGTT-----TTTTTGCAGGAATACATGT-CTAT-------TGTTTGGGTGATGGA  
63272 
 
Query  63452  ATATTTTTCATAATTTTGAAACTGTTTTATTTAAGCTTCAGCAGT---TGTTGCTTGCT-  
63507 
              ||  || ||| | ||| || |           ||||||    ||    || | |||  |  
Sbjct  63273  ATCCTTGTCA-ACTTTGGAGAGG---------AAGCTTAGATAGGGAGTGCTCCTTTTTC  
63322 
 
Query  63508  AGT-ACTCATGCT--ATGTTGGTTACTCTCTAGTCTACTTACTACTAATGTTGGAGCTTT  
63564 
              ||  |||  | ||  |||||  | |    ||| |||||||        ||| | ||  || 
Sbjct  63323  AGAGACTTTTCCTGCATGTT--TCAA---CTA-TCTACTT--------TGT-GAAG--TT  
63365 
 
Query  63565  TTCCCATCTATGC-TCTCTATATCCA-GTATTTGAAGTTAAGAGC--TCTT--CAAAGGC  
63618 
              | | ||| ||  | | |||| ||| | |  |  |||  ||||| |  | ||  ||||||  
Sbjct  63366  TGCTCAT-TAGCCATTTCTA-ATCTAAGGCTAAGAATCTAAGATCATTATTTACAAAGGG  
63423 
 
Query  63619  AATCCTATACACAT---TACTTCTATGAAGCAACTGTCG-GAGCTGGTCTTCCAATTG--  
63672 
              | |   ||  || |   || ||  ||   |  | | | | || ||    | ||  |||   
Sbjct  63424  ACTGTAATTTACTTGGATATTTTAATATGGGTAATATAGTGAACTACAATCCCTTTTGCT  
63483 
 
Query  63673  TTAGCACTTT-ACGTG-GCCTCCTTGAAACTGGAGACAAAATATTACAAATCGAAGGCAT  
63730 
              ||  |||||| || || | ||| ||    |      | || ||    |  | ||||     
Sbjct  63484  TTTACACTTTTACTTGAGTCTCTTTCTCCC------CCAACTAAGTTAGTTAGAAG----  
63533 
 
Query  63731  CTTTAGGTTTGCTTTGATGTGTTATTTCTCTTTTTTGTCTTAATTTGTGTTTTGACACTG  
63790 
                  || || | |   |||   | || |  | |||| || |     |  || |  || |  
Sbjct  63534  ----AGTTTGGATC--ATGGACTCTTCCAGTATTTTCTCCTGTAAAGCTTTCTATCAATT  
63587 
479 
 
 
Query  63791  TCAATTCTCAG-----ATCTTGCGTTCAGTCTCATTTGTCCACCCTCTAG--CAATTTTC  
63843 
              ||| | | ||      | || |  |||    | |||  ||||   |  |   |||   || 
Sbjct  63588  TCA-TACACACGCCTAACCTAGGTTTCTACTTGATTAATCCATTTTAAAATTCAAACATC  
63646 
 
Query  63844  CCATTCTAAAGACAAAA---TAATTAGAA---TGTTATTTTGAGGATTATTAATG---AT  
63894 
               | ||| |||| |||     |  |||| |   || || ||  |  ||  ||||||   || 
Sbjct  63647  TC-TTCAAAAGCCAAGTCCTTGGTTAGGACAGTGGTACTT--AACATGGTTAATGCAAAT  
63703 
 
Query  63895  TATATAGGGATTATTCATTAATCTCAACCATTCACCATGAGCATT-GCCTCTGACTCTGC  
63953 
                | |   |   |||||| |||    ||| |||| |   ||| || | |||  | | |   
Sbjct  63704  GGTTTGTTGCAAATTCAT-AATAG--ACCTTTCAACC--AGCTTTTGGCTC--ATTTT--  
63754 
 
Query  63954  AGTGGGACTTTGAGTTACATATTTAATAACTTTAAAGATGGCCGGGCTTTTAGTGAGGTA  
64013 
              | ||   | || |||  | |||||  |   ||  |  ||  |     ||||| |       
Sbjct  63755  ATTG---CATT-AGT--CTTATTTGTT---TTGGAGAATTTC-----TTTTATT------  
63794 
 
Query  64014  GTTTCTGAAGCAAAGGAAGCAGGTTATACTGAGCCAGATCCAAGAGATGAT-CTGT----  
64068 
               ||| ||  | ||    ||||| ||   || | ||   ||| ||   || | || |     
Sbjct  63795  -TTTTTG--GTAACT--AGCAGATTT--CTTATCCTCCTCCTAGTTGTGCTTCTCTTTTC  
63847 
 
Query  64069  -CTGGAACAGATGTTGCCAGAAAGGTAGAATTTATAATATGGTATATGTTTACCAAATTT  
64127 
               ||  ||   || |  ||    | ||| ||   |  |||  | | | |   ||||  ||| 
Sbjct  63848  TCTTTAATGAATTT--CCTCCTATGTAAAAAGCA--ATA--GAAAAAGAAAACCAG-TTT  
63900 
 
Query  64128  TATTGTCAAATGTTAATAAAGTTCCTTTATGCTGCATACAT--ATTTTGAATTTCAATTT  
64185 
              ||     | |   ||| | |  |  |||  | | | | | |  |||||| | ||  |||  
Sbjct  63901  TAAAAAAATAAAATAAAAGAACTAATTTCAGGTACCTTCTTCCATTTTGCAATTAGATTG  
63960 
 
Query  64186  CGTTTAGGATTTATGAGTAGGCTGTAATTTAAATGATCTAAA-AGACTATATCCAAAT--  
64242 
              || | || || |         ||          ||||||||| ||| |  || ||  |   
Sbjct  63961  CGGTCAGCATATC--------CT----------TGATCTAAACAGAATTCATACAGTTCT  
64002 
 
Query  64243  -TAAATATTTAGATGTTTGAGATTGATTTGATCAAACATTTTGAAGCTTGAATTTGGTTT  
64301 
               || | ||||   |  |   ||| |  | ||||||| || | |  |||    | |||| | 
Sbjct  64003  TTAGAAATTTCCTTCCTCC-GATGGTATAGATCAAATATGTAGCGGCTCT--TCTGGTGT  
64059 
 
Query  64302  -CAGGCTAGAATTTAA---ATTTGATCT-ACATCTACCTATCCGGTTATCGAGTATTTTG  
64356 
480 
 
               ||  ||  ||| ||    ||  | ||| |||| | | | | |  | || | | ||     
Sbjct  64060  GCAATCTTAAATATAGGCCATAAGGTCTCACATTTTCTTTTGCCATCAT-GCGGAT----  
64114 
 
Query  64357  ATTCATGCTCAAATTTGATATTTTTAATGGTTGGGATGCTGAAAGCATTTTAATTATTTA  
64416 
                 ||| ||||  |   | ||    || || |   |  ||  |  ||||| | | ||||  
Sbjct  64115  ---CATTCTCAGCTGCCACAT----AAAGGATATAAAACT--ATTCATTTCATTGATTTC  
64165 
 
Query  64417  A-AAACA-CA-AATCAAAAGT--TGATAATATTATTAATATTTC----------TCTTTT  
64461 
              | ||| | || ||| |||  |  | | || || ||  | |||||          || | | 
Sbjct  64166  AGAAAGAACATAATAAAACCTACTAAGAACATGATGTAAATTTCCAACCTTCCCTCATCT  
64225 
 
Query  64462  GTGCCTATA---CACA-ATTGAAATATTATTAATATTATCAATAGTCCTCTTTGGTGCCA  
64517 
               ||| |  |   |||  | || |   | | | | |||  ||   | |||||  |||     
Sbjct  64226  TTGCTTGAAGTTCACGGAGTGTAGGCTCAATTA-ATTCCCA---GCCCTCTG-GGTATTT  
64280 
 
Query  64518  ATACACAATTTGTGTTGAGCAAATGTCCTAATTTTAAATTTAAAATGTAGAAATAA-ATA  
64576 
              | |||| |||||| || | |   || | |  || ||  | |  || | | | ||   ||  
Sbjct  64281  A-ACACGATTTGTCTTTA-CTTTTGGCATTTTTGTATCTGTTCAAGGAAAACATGGCATC  
64338 
 
Query  64577  AATATATTGGTAAGTATTTTTTATTTATT-TATTGTGAAATACATATGCAGTTGACCCCA  
64635 
              || | |   || |  ||||   ||  ||| |     | |||| | |||  ||       | 
Sbjct  64339  AA-AGA---GTCA--ATTTCC-ATACATTCTCCCAAGCAATATAAATG--GT-------A  
64382 
 
Query  64636  CTTAGTAGGAAAATGTTTGGTTGTTGTTGT-AACTAATTGGAAGGCTTGCTTGTTTCTGC  
64694 
              | || ||        ||||||    ||| | || |||           || |  || |   
Sbjct  64383  CATATTA--------TTTGGTACAAGTTATGAAGTAA-----------GCATAGTTATCA  
64423 
 
Query  64695  AACTAATTGGAACGTGTAGGCTAATCACAATGTCAATCTTCGTTCATGTTATCATATTCA  
64754 
              | || |  || |       || |  || | || |   |  |    ||| |||   | | | 
Sbjct  64424  ATCTCA--GGCA-------GCAATCCATAGTGGCCTACCCCAAAAATGCTATGGCAGT-A  
64473 
 
Query  64755  TGCTTCAT-GTAATCTGGTTTATATTTGACATCCTGAAGCTGCTTTGCCTCTACAGGTT-  
64812 
              |  ||||| |  |  | |    |||   | || || ||  | | |       ||| |||  
Sbjct  64474  TAGTTCATAGCGAGATTGGCACTATGATAAATACTCAACATTCATG------ACATGTTC  
64527 
 
Query  64813  ATAATTCTTGCTAGGGAGTCGGGTTTAAAGCTAGAACTGTCTAATATTCCAGTTGAAAGC  
64872 
              || | |  |   |||   | |  ||||| || | |||    ||| || | |||  |||   
Sbjct  64528  ATCAATAATAAAAGGTCATAGATTTTAA-GCAA-AACA---TAAAATACAAGT--AAA--  
64578 
481 
 
 
Query  64873  CTTGTGCCAGAACCACT-ACGAGTAAGAACCAACTTCCATTGATTATGCAGTTTTTAGTT  
64931 
                  |  ||  || | | | ||  |  ||| || ||| |  |    | ||  ||| |  | 
Sbjct  64579  ----TAACAATACAAGTCAAGAAAACAAACAAAATTCAAAGGCACGTTCATATTTCAAAT  
64634 
 
Query  64932  TTAGTATGCA--GTATTTTGATTGACATAGATGTTTTGATGATTCTGTGCAGGCTTGTGC  
64989 
              ||   || ||  | || || |   ||||  |       || |  | ||| |||   |||  
Sbjct  64635  TTCAGATACAAAGCATCTTAA---ACATTCA-------ATAAA-CAGTG-AGG---GTG-  
64678 
 
Query  64990  ATCAGCTCAGGAGTTTATGCA-AGAGCTACCAAAATTTGATCAGGAGTTCACAA-AGAAA  
65047 
                       || |||   ||| ||||  |  || |   | |||| |||||| |  ||||| 
Sbjct  64679  ---------GGTGTT---GCACAGAGAAAAGAACAGAGGTTCAG-AGTTCAAAGGAGAAA  
64725 
 
Query  65048  CAA---GAAGATGC-TG-----AGAA-TGCTGG-GGAAGTG-AGTGAACTCTATCTAATA  
65095 
               |    |||| ||  ||     |||| | |||  |||  || |  ||| |     || |  
Sbjct  64726  AATATGGAAGGTGAGTGTTGCCAGAAATACTGCCGGATATGCACGGAAGT-----TAGTC  
64780 
 
Query  65096  AAATAGTTCTACCAACTGCTTCATACA-TGCATAATTCATGC-ATAGAA--TA--TC---  
65146 
              |||||||       | ||  ||| ||| |  | ||   | || | ||||  ||  ||    
Sbjct  64781  AAATAGTG------AGTG--TCACACAGTAGACAA---AAGCGAGAGAAACTAGATCCAA  
64829 
 
Query  65147  TTAGGGTTTGTTTTGTTTCCATACAAATTAAAAAAACTGCT--ACTTTATTTTCATATGT  
65204 
              |||||| || ||    |||  || |||    |  ||   ||  ||| |    | | |    
Sbjct  64830  TTAGGGATT-TTCAAATTCT-TAAAAAGGGGAGGAATATCTCAACTGTGCACTAAGACCA  
64887 
 
Query  65205  -ACATGTAATGTTGAAAAGGGGGCATTTTATAATTTTTAGTGAAAACAGAAAAGGAAAAT  
65263 
               |||   ||     |||      |||  | |   ||| || |  ||    || ||    | 
Sbjct  64888  CACACCCAACCCAAAAAC-----CATGCTGT---TTTGAGGGGGAA----AATGGGTTTT  
64935 
 
Query  65264  AAAAAAATTCCTTACAAATTAGGCACCCTTA-----GTTTGTTATATATTTATTT---TA  
65315 
               ||| ||  |||  |||  |||   | ||||     | | |    |   ||||     |  
Sbjct  64936  CAAAGAAG-CCT--CAATCTAGCGCCACTTATCACCGATAGAGCCACTATTATGGCCGTG  
64992 
 
Query  65316  ATT-CTGCA--TAGTGCATGACACAAACATATAGCGTACTTATTTTGAGACGCAGC--AG  
65370 
              ||| | ||   ||   | | |  ||||  | ||  ||      ||||   ||| ||  |  
Sbjct  64993  ATTGCAGCCACTACACCGTTATTCAAAACTTTACAGTGGCCGCTTTG---CGCTGCTAAA  
65049 
 
Query  65371  GTGGGCTAGGAAT-----TTTCTGATTAGACTGATGACATACCAAAACAT-CAAAGTTTT  
65424 
482 
 
              ||| ||||   ||     | | |||| |  ||||   || | || ||||  | | |  || 
Sbjct  65050  GTGCGCTATTGATGCAGATCTTTGATCA--CTGAG--CAGAACAGAACACACTACGGCTT  
65105 
 
Query  65425  GCATA---TCAAATCTTCAGTTG-------GTTATTATATATTTCAAGTTA--CCTAA--  
65470 
              |  |    | |||| ||||  |        ||||   ||  ||| |||  |  |||||   
Sbjct  65106  GACTTGGTTGAAAT-TTCACATAAAAAAATGTTAAACTAATTTTGAAGAAAACCCTAAGC  
65164 
 
Query  65471  ------ATTT--CCATATAAACCTTGATTTCAAGTAAAAGT-ATGA--CAATTGATTTAT  
65519 
                    |||   |||||||||     ||| | ||   | |  | ||  | || || | |  
Sbjct  65165  CACAGCATTCAGCCATATAAATAAC-ATTACGAGGCTAGGGCACGAAGCCAT-GAATGAG  
65222 
 
Query  65520  GTT--GGGTTTGCCTTGTGGTCTCCTGTTTGTGTCCTGGACTATATAAACGTATATTTTT  
65577 
              |    | |   | |||   ||| |    |       || |  | | ||||| ||   ||  
Sbjct  65223  GGGAAGAGAAAGTCTTA--GTCACAAACTA------TGAAAAACA-AAACGAATGGCTTA  
65273 
 
Query  65578  CATGATGACGTCTCATATATGTATATTATCATGTCCATTAAATACGTATATTTTTCATGT  
65637 
               ||  | ||   |||     | ||||  |  ||| ||| ||| | ||| ||        | 
Sbjct  65274  -AT--TCACTGGTCA-----GCATATAGT--TGTTCATGAAAAA-GTAGATAGGAACACT  
65322 
 
Query  65638  CCTCCACACAACTCTGA--GATTGTTA-------TATTTGCACTCTGAAGGTCTTGAGAT  
65688 
              |||  ||   ||| |||  || | |||       ||| || || || |   | |||| || 
Sbjct  65323  CCTAAACCAGACT-TGATTGAATTTTACATGAAATATGTG-ACACTAA---TTTTGA-AT  
65376 
 
Query  65689  A----CGTTGGAGTGGTGGACGTGACTA-ATAAAAAAGGAGTGGTAGAGCTGCGAAGATA  
65743 
              |    | |  || |   | |    || | ||||| ||  | |  ||| ||    || |   
Sbjct  65377  AAAACCCTAAGA-TAAAGCATTCAACCATATAAATAA--AAT--TAGGGCA---AAAAAC  
65428 
 
Query  65744  CAAGAAGGATCATCCCTTTGCGCAATTGTCTGG-GTCAGATAACATTATTGCATTTACAA  
65802 
              |||  | |   | | || |||  | ||  ||   ||| | | ||   |||    | |  | 
Sbjct  65429  CAATGACGCGTACCTCTATGCTGATTTAGCTCTAGTCTG-TGACTCGATTC---TGAAGA  
65484 
 
Query  65803  CACGAAGGTATAAGGATCAGCCTCTGATAGTTCGTGGGCCAGGAGCTGGTGCTCAAGTCA  
65862 
               | | ||  | ||     |  ||  ||||   ||     ||  || | ||    || |   
Sbjct  65485  TAGGTAGAGAGAAAACAAATACTAAGATAAAACGAAAATCAA-AG-TAGTA---AACT--  
65537 
 
Query  65863  CCGCTGGTGGAATATTTAGTG---ATATTTTACGACTTGCCTCATATCTTGGTGCTCCAT  
65919 
                     || |||||||| |    |  |   |  || | ||||| |      |||      
Sbjct  65538  -------TGAAATATTTAATCCCCACGTGAAAGAACGTACCTCAGAAAGATTTGCA----  
65586 
483 
 
 
Query  65920  CGTAAGTGTCATTCTGCAAGCATAATTTTCTGCATGTATGGTTTTGCATCCT-CTG----  
65974 
               | ||| |  |    ||||||| ||        | |  ||  ||||  | || |||     
Sbjct  65587  -GGAAGCGAAAGAGGGCAAGCAGAAG-------AGGAGTGACTTTGAGTTCTTCTGGAAG  
65638 
 
Query  65975  TTCCACGACAC-GCATTA-TC------TG---AAG-CGACGAA--------GAATTGCTT  
66014 
              || |||| ||| | | || ||      ||   ||| |||  ||        |||||   | 
Sbjct  65639  TTTCACGCCACTGAAATAATCCCCACGTGTGTAAGACGATCAATGAAATGTGAATTAAAT  
65698 
 
Query  66015  TTA--------TGTCCAAAAC-GTGAATTTTGATCGAA----ATGAATGATGTCGATGGA  
66061 
              |||        || |  | |  |||   |  | |  ||    ||||| ||  |   |  | 
Sbjct  65699  TTAAGAGTACGTGGCAGAGAGAGTGTCCTCAGTTACAATAACATGAAGGAGTTTACTTCA  
65758 
 
Query  66062  TATC-CGAACACATGCAAATTTGTACCATC-TATTTATTTATCTTGATTTTCTTCGTAG-  
66118 
              | |  ||      | ||   |||||  | | |||  |||| ||||  |||||||  ||   
Sbjct  65759  TTTTTCGT-----TTCAG--TTGTATAAACATATGAATTT-TCTTTTTTTTCTTTCTAAA  
65810 
 
Query  66119  -----GTTATTTGCTTCTTATAACGTTGTAGTAATGT--AAGCTTGTTTCTCTTATCTTT  
66171 
                   ||||||   ||||| |||| |  || || | |  |  |||  |||   |  || | 
Sbjct  65811  ATATTGTTATTGATTTCTTTTAACTTGTTATTATTCTCCATTCTTCATTCAAATGACTGT  
65870 
 
Query  66172  TGTCTGGAAGAATAATAAGGGAATGGAACAGAACTCC-ATTAACCTTGATTG---TGAGT  
66227 
              | |     ||| || || |   ||| || |    |   |||||  || | |    | | | 
Sbjct  65871  TTT-----AGAGTA-TATGT--ATGTAAAATTGTTTATATTAAATTTCAATAAACTAAAT  
65922 
 
Query  66228  TACATTGTAAAGGAACGG-AAGTAAAC--AGAATTTATTATAATTTTTAAC-------TT  
66277 
              || | | |||||       |||||||   ||||  ||| |||| |||| ||       || 
Sbjct  65923  TAAAATTTAAAGTTTTATTAAGTAAATCTAGAAAATAT-ATAACTTTTGACAAAAAAATT  
65981 
 
Query  66278  CGCTAACTGTCTTTTTAATA-AT------TCGTATGTTG-TTACTGCCT---TACGTATC  
66326 
                 | ||| |   || |||| ||      || | ||||  ||| | |||   ||  | |  
Sbjct  65982  ATATCACTAT---TTAAATATATCTTTTTTCCTTTGTTTCTTATTTCCTAAATAAATTTT  
66038 
 
Query  66327  TAAAGTAAAA-----AAGAAAAAG-----AAAAACAAAGACTGATGATGTTGTGCAAATT  
66376 
              |  | ||||      || |||||      | ||  || ||   |||| |||    | | | 
Sbjct  66039  TTTATTAAATTTATTAACAAAAATTTCTCATAATTAACGA---ATGAGGTTAAAAATAAT  
66095 
 
Query  66377  TATCTATTGTTGAGTATCGTACCCTCCTTTTGCACGTAGATGCTTGCAC-----TTGCAA  
66431 
484 
 
               |   | ||   | |||  ||    |   ||  |  || |  |||| |      ||     
Sbjct  66096  AAAAAAATGACAAATATAATAAAAACAAATTAAATTTAAAGACTTGAAACATAATTTTTG  
66155 
 
Query  66432  TGTAAAAACAAAAGAGTAATTTAATTATTAGAATATT--TTAAA-ATAATTTCTAAAATA  
66488 
              |||   |  |||| | |  ||| ||| | |  | |||  ||||| |||||    |||||| 
Sbjct  66156  TGTCTCATGAAAATATTTTTTTTATTCTAAACAAATTGTTTAAAGATAATG---AAAATA  
66212 
 
Query  66489  AAATTTACT--AATTGTAT---TGTCTC-------TATAA--ATCTAAATTCTATTGCT-  
66533 
                ||||  |  |||  |||   | |  |       |||||  || ||||||  ||  ||  
Sbjct  66213  TCATTTTTTTAAATCCTATAAATATACCAGATAACTATAATTATTTAAATTAAATCACTC  
66272 
 
Query  66534  -AGTCATTAATAATTAATAC-TAAACTGAAAATATACACA-AGTTTGATATATTTTGTGC  
66590 
               || |||  ||  ||||||  | || | || ||||||| | | ||| || || |||     
Sbjct  66273  TAG-CATATATTTTTAATAAATCAAATTAATATATACAAATATTTTAATTTACTTTAAAT  
66331 
 
Query  66591  TT-----------GGTTATTTAGATTAAGTGCAAATCATGTAAAGACCATTTTTATTCAT  
66639 
              ||           | | || || ||  |||  ||||  | || |||  |||||||  ||  
Sbjct  66332  TTAAAGATAATACGATAATATAAATATAGTA-AAAT--TTTATAGA--ATTTTTAAACAA  
66386 
 
Query  66640  GGAAGTTGAACCACTTTT-TATTCTTGTACTTCCATCTGTATTTTAAAAAGAAAAAATAT  
66698 
                |  ||   ||| || | | || || | |||  |||| | |  |   | | |  |   | 
Sbjct  66387  T-ATTTT---CCATTTATCTTTTTTTTTTCTTTTATCTCTCTAGTTGCATGGAGCA---T  
66439 
 
Query  66699  TAACACAACAGTCTTTGATATTCTTGTTTCATATATTCTTTTTT-TATCGAG-CATAATT  
66756 
               | | ||||  || | | |  | ||||   |||| ||| |  |  | | | | |||  || 
Sbjct  66440  GAGC-CAACT-TCCTAGTT--TATTGT---ATATTTTCGTGATAATGTTGTGGCAT--TT  
66490 
 
Query  66757  GATTTAAGTCTTGTTAAATATGTGGGTTTCTTTCTTCATTT--AATGAGATTCGTTCCAA  
66814 
              |  |||    || | ||||||      || ||  ||  |||  ||| | |||  |   || 
Sbjct  66491  G--TTAGACATTTTAAAATATTAAATCTTATTAATTATTTTTAAATCATATTTATATGAA  
66548 
 
Query  66815  AATTAGTATAATTCATATAAATTTCAACTAAACAAAGTTGAAAAGAATATTGAAAAATGC  
66874 
              || ||  ||  || || |||  ||   |||         |||||  || || |   || | 
Sbjct  66549  AAATATGATTTTTTATTTAATCTTT--CTA---------GAAAA--ATCTTAATGTATCC  
66595 
 
Query  66875  AGTACAATACTTTCTCCTTTGAAA----ATAATAGATTAAGTTATTGTTAGTTGCAATC-  
66929 
              | | | | |||||  | ||| |||    || ||| |||   || || | | |  |  ||  
Sbjct  66596  ACTTCCA-ACTTTTACATTTAAAATCCCATTATATATTT--TTTTTCTAATTAACCTTCT  
66652 
485 
 
 
Query  66930  --AAGAAACGTT------TTTAATCTTAAAAATGAA---CAGTATATTTCATTAGTAATT  
66978 
                || ||  |||      |||  || ||||  |  |   |||| | | ||  |  |   | 
Sbjct  66653  CTAACAATTGTTCAACACTTTCTTCCTAAACCTCTATTTCAGTTTCTCTCCCTCTTCGGT  
66712 
 
Query  66979  AATTTTCTTTCC--TCAAGCAGTAAAAA-AGAAAAAA----AAAGTTTTCTT-TCCTCA-  
67029 
                ||  | ||    || || | |  | | | ||||||    | |||||| || || | |  
Sbjct  66713  C-TTCCCATTGAATTCCAGGATTTTACATACAAAAAATTTGATAGTTTTGTTGTCTTGAC  
66771 
 
Query  67030  --GTAAAAAAAAGA------AAAAGAAAAAG---TTTT-CTTTCC--TCA-AAGAATAT-  
67073 
                ||      | ||      |||    ||||   || | |  | |  | | |||  | |  
Sbjct  66772  AAGTTTTCGGAGGATTTGTTAAATTCTAAAGGACTTATGCACTACGTTGATAAGTCTTTG  
66831 
 
Query  67074  ACG-CTGCATGTTCTCAC-CAAAGAATATGCTATGTTTAGTATGACTCCAAACAAGAACT  
67131 
              | | |  | || | |||| ||    ||||  | | ||| ||  ||||  |  || ||| | 
Sbjct  66832  AAGACCACGTGATGTCACTCATCTCATATTATCTATTTTGT--GACTA-ACTCATGAATT  
66888 
 
Query  67132  TAC-ATAGTTTGTTGACCAATCAAGCTCATTTCTTCATA-TAAAATCCGCTTATTATTCA  
67189 
              ||  |||| ||| ||| |      | | ||||   | || || |||     | |||  |  
Sbjct  66889  TATGATAGATTGATGATC------GGTGATTTTGGCCTACTACAATAACAATTTTAA-CT  
66941 
 
Query  67190  TTCAAACAGTATGGTCCTCACAGCTATTGGGGTCCTCACAAAATACTTGCCATCTGTCCA  
67249 
              || ||  | ||   |||  ||  || ||  |||  |   || ||| |    || | |    
Sbjct  66942  TTTAAGGAATAA--TCCCGACCACT-TTAAGGTA-TATTAATATATTAATTATTTTT---  
66994 
 
Query  67250  TGTTAGGCTCCCAAATTTGTAATCTCCATGAAATTTTTGAGTTGACAGAAAACTGACACT  
67309 
                ||   ||||  ||| | |||| |      ||||| |   ||||  | ||  |||  |  
Sbjct  66995  --TT---CTCC--AATCT-TAATTT------AATTTGT---TTGATGGTAA--TGAATCA  
67035 
 
Query  67310  AAAGTTAAGGATTC--GTACATCTGAATTGAAACTCAAAGTTTGAGGTTCAACTCTAACT  
67367 
               |  | || ||||   | ||   ||  |||    || |  ||| || ||    | ||  | 
Sbjct  67036  GA--TCAACGATTTTGGGACTGTTG--TTGTTGTTCCAT-TTTCAGTTT----TTTATTT  
67086 
 
Query  67368  T--TTATGCCATGTGGAACTTTCACTAGA-----GCTTTGTAGACTGCAGTAATATTTCC  
67420 
              |  ||||| |  || ||  || || | |      |||  || || |  ||   | ||    
Sbjct  67087  TGTTTATGACTAGTTGAGTTTGCAATCGGTTCTTGCTCGGT-GATTTTAGAGGTTTTGGA  
67145 
 
Query  67421  CACGTTTGTC-ACT--GTTCTC------AATACT--GTTGCAGCCCTCTTCAGGTT---T  
67466 
486 
 
              || | || |  | |  ||| |       || |||  ||||||  | || |  ||||   | 
Sbjct  67146  CATGATTTTAGAGTATGTTGTATTGTGTAAAACTTTGTTGCAATC-TCGTGTGGTTAAAT  
67204 
 
Query  67467  GGCACTGATATGGAAG-GAAGGTTG-AGGTTCAGTGCTTGG-TGATT-TCCTTTCTTACA  
67522 
              ||   || || ||| | |||  ||  | ||  |    |||| || || |    | ||| | 
Sbjct  67205  GGG--TGTTA-GGATGTGAAAATTTTATGTCTAAAATTTGGGTGTTTATAGGATTTTATA  
67261 
 
Query  67523  ACTTGTGG-TGGTCTTAGTCACTTTGCTAATGGATGCACTACT--GTGATCC---ATGGA  
67576 
              |     || |   |  | |  |  |   |||| |  |  || |  || |||    || || 
Sbjct  67262  AAAAAAGGATTCGCAAAATATCCATCAGAATG-AGACTTTATTAAGTCATCTGAAATTGA  
67320 
 
Query  67577  -ACATAGGAATTGGACATAATCCTCAG---TGGTGATATCATATA-----------TGA-  
67620 
               | |||  |||   |||||||| | |    |||   | || ||||           |||  
Sbjct  67321  CAAATAACAATA--ACATAATCTTTATGATTGGAAGTCTCGTATAAAAAGTTTATGTGAA  
67378 
 
Query  67621  --------GTCCTGGATCCATTG--------CTTTGTTGGG-GTCCACGTGTCCAC--CT  
67661 
                      ||  |  ||  |||         ||    || | |   | || |  |   || 
Sbjct  67379  TAAAATATGTTATTTATTAATTAAACTAACACTAAAATGTGTGAGAAAGTATTAAATACT  
67438 
 
Query  67662  CCAATATCAAAAGGGTCTGATGCTT-TGTGTGTGGAA----------CCCTCTTCAGATA  
67710 
               || || ||| |   | | |  ||| |   | |  ||          | || ||  || | 
Sbjct  67439  ACATTAACAATAACTTTTAAGACTTGTAATTTTTTAATAATTATTATCTCTTTTTTGAGA  
67498 
 
Query  67711  ------------CAAGGCTTCCATC---AGTTCCGGTTTGAG-ATGCTACATTTTTAATT  
67754 
                          |||  | | ||||   ||||    ||| || |   || ||  |||| | 
Sbjct  67499  GTGTGTGATTTGCAAATCATGCATCCTAAGTTT---TTTAAGTAAAATA-ATAATTAAAT  
67554 
 
Query  67755  GCAACAATTAGTT-ACTATGG--ATAC-TGATT-ATTA--TTTATAACTATTAATAAAGA  
67807 
                || ||||  || | |||    | || ||| | ||||  ||||||  |||  ||| | | 
Sbjct  67555  --AATAATTTTTTCAGTATCTTAAAACATGAATCATTAACTTTATATATATATATATATA  
67612 
 
Query  67808  CAATTATCCCATTTCATTTCGTGTACACATTTATTATTCCTAATTTAACCTTCAACTAC-  
67866 
               | |||| | | |  |   | | |||| ||    ||     | ||||  || ||| |||  
Sbjct  67613  GA-TTATACAAAT--AAGACTTTTACAAATGATGTAAAAG-ATTTTACTCTGCAAATACA  
67668 
 
Query  67867  -TT-----TTAAAATCACCCACAATCACAAATAATTAC----TGTCTAATAGCCCAAGGC  
67916 
               ||     || |||| | ||| |||    |||||  ||    | |  ||||  | |     
Sbjct  67669  CTTGTGCATTCAAAT-ATCCATAATAGTTAATAACAACAACTTATTCAATATACTATATT  
67727 
487 
 
 
Query  67917  ACCGAGTGAGA--AAATTG---CCGGTG--AGAAAATTCT--AAGCATAGAAAAT--AAG  
67965 
              | | || |  |  | |||    ||  |   | |||| |||  || |||  ||| |  |   
Sbjct  67728  ATCTAGGGTCACTAGATTAAACCCACTTCTAAAAAAATCTTAAAACATCCAAATTTTATT  
67787 
 
Query  67966  AAAATGAGAGGTTGTG--TAATCTCA---AGAAA-GTTGTC--TGATTTGGATCCTGTCC  
68017 
              || | |  |  |||    || | ||    | ||| |||     | ||||| |   |     
Sbjct  67788  AATACGTTATCTTGAACATACTTTCTTCTATAAATGTTAAAATTTATTTGAAAATTTGAA  
67847 
 
Query  68018  ATGTAAAATAATTT-ATATTTAATAATAAATAGAAATACAGCTTAAAAAATTT--TGAAC  
68074 
              || | | |   | | ||| ||  |||| ||||  ||||    ||| ||  |||  ||||  
Sbjct  67848  ATCTTAGAAGGTCTCATACTT--TAATTAATA--AATATCTTTTATAATTTTTCATGAAT  
67903 
 
Query  68075  AGTTGGATAAGGATTGCAGGGTGCTGCAGAGAATCTGGTCCCTATTTGGACCGCCCTCAA  
68134 
              |||   || |       || ||| |  | | ||| |  ||     ||| | | || || | 
Sbjct  67904  AGTACAATCA-------AGTGTGTT--AAAAAATATTTTC-----TTGAAACTCC-TCTA  
67948 
 
Query  68135  AAGAGAAA---AAAAAAAGTACATGAGTATGACAATT-TTGAAATTTACGGTTA-CAGTT  
68189 
              ||   ||    | ||||| ||| |     ||     | || ||| |||  || | || || 
Sbjct  67949  AATTTAATGCTACAAAAATTACTTTTTCTTGCTTTCTCTTCAAACTTA--GTGAGCATTT  
68006 
 
Query  68190  TTGCATGATCTGTAAATGGATCGGCCACAACCTACACTCCAAATGAATTGT--TTTCATT  
68247 
              |||||   |||  || |   |  | || ||  |    |  || ||| || |  |||  || 
Sbjct  68007  TTGCAC--TCTTAAATTATGTTTGTCAAAATAT----TTGAATTGATTTTTAGTTTTTTT  
68060 
 
Query  68248  TTCAACCAAAAA----ATTCAG----------AGGA-------TAAATATTT-----CAT  
68281 
               | |||  ||||    ||| ||          | ||       |||||| ||     ||| 
Sbjct  68061  ATTAACAGAAAAGTTTATTTAGTTGTTTGATAAAGAAGTTTTTTAAATAATTTTTAACAT  
68120 
 
Query  68282  TCTCTTT--CTCTT-TTCATCTTGTACATCTCAAAATGGCACATGAATAA------CATA  
68332 
              | | ||   | ||  ||||  |  ||  | | |||||     || | | |      |||| 
Sbjct  68121  TTTTTTAAACACTACTTCAAGTAATATTTTTTAAAAT-----ATTATTTATTTTTTCATA  
68175 
 
Query  68333  -ATTCTTTGTT-ATTTTCATGCACTACATTTTCC---TTGAAATTGGATTCCTTAGAATC  
68387 
               ||||||| || ||||   |  | || ||||  |   || |   |  || | ||  || | 
Sbjct  68176  TATTCTTTTTTTATTTATTTTTAATATATTTATCAAATTTATTATTTATCCTTTTTAAGC  
68235 
 
Query  68388  ACATAGCGAATGCAAAA-----AGGAGAATCTATGCCGTTTTTTTCCCACGTTAAAAAGT  
68442 
488 
 
              | ||    | |  |  |     | |  | | |||    ||||||  | |  | ||||| | 
Sbjct  68236  AAATCATTATTTTATTATTTTAAAGTTATTTTATA---TTTTTTAACTATTTCAAAAACT  
68292 
 
Query  68443  TA----ATAAAATACTATAAGCTTA-TAAA---ATTTGAGCCATTGGAATGAATGCAG-A  
68493 
               |    || | | ||| |||  ||| ||||   ||||      ||  ||  |||  |  | 
Sbjct  68293  AATTTTATCACACACT-TAATTTTAATAAATTAATTTTTTAACTTCCAACTAATTTATTA  
68351 
 
Query  68494  GGCTGCA----ATCATATAAGCCATGCTTGCCTA---TCACA-GTTTA---TGAC---TA  
68539 
              |  | ||    ||  ||||   |||  |  ||||   || || | |||   | ||   || 
Sbjct  68352  GTTTTCAGCTAATTTTATACAACATAAT--CCTAATCTCCCATGCTTAAATTTACCCCTA  
68409 
 
Query  68540  TGGTAGTAAATTACAATATGCATCAAACTTTTTTTTATTTTATTAATGCATCAATCAATA  
68599 
              |  |  || |  | || |   ||||  |   | ||| ||||   |   |||  ||||||  
Sbjct  68410  TATTCTTATAAGAAAAAA---ATCACCCGCATATTT-TTTTCCCAGGTCATAGATCAAT-  
68464 
 
Query  68600  CGCATCAAACT----TTTATGTAAC----TTACGTAAC--ATCAATCAATACCACTTCTT  
68649 
               | ||  ||||    ||  |||||     ||   ||||  || ||  |||| ||  | || 
Sbjct  68465  -GTAT--AACTATGGTTGGTGTAAAAAAGTTTTATAACTGATGAA--AATATCAAATATT  
68519 
 
Query  68650  TGTTTT-CTAC---TTTCTATTTATCAGAGTAGCACAAGTAATAATAATA-GTA---GTA  
68701 
              | |    ||||   ||| |||||| | ||     ||||   | ||   || |||   ||  
Sbjct  68520  TCTCCCGCTACATATTTTTATTTACCTGAACTCAACAAAACAAAACCTTACGTATGAGTT  
68579 
 
Query  68702  TA--TGTACAAA------AAATAAAGAGTTGCACAAGTAACATAG---TTGCTTTGGAAA  
68750 
              ||  ||||| ||      | | | ||||  | | ||  || |||    | |   |  ||| 
Sbjct  68580  TAAATGTACTAATCGACTAGAGAGAGAGAGGAAAAAAAAAGATAAAAATAGAAAT--AAA  
68637 
 
Query  68751  TAGCTCTTCTTGAT----GAAGA--ATAACACCT---------TTC-TGA--GCTC-TAC  
68791 
              |||   || ||  |    || ||  |||   | |         ||| |||  | |  ||  
Sbjct  68638  TAGACATTTTTATTCCCGGAGGACCATATGTCATGTAGGTTATTTCGTGAATGGTGATAA  
68697 
 
Query  68792  TTTT------TCTTTACCTTT-----ATCAATTTTCACCATGTCATTTTCGCA-TAGTTT  
68839 
              ||||      | ||| ||| |     || || ||| |   | |  |||| | | ||  || 
Sbjct  68698  TTTTGTTGTATTTTTTCCTGTGAGAAATAAAGTTTAAATTTTTATTTTTAGGAATAAATT  
68757 
 
Query  68840  GGCTCATGCGGAATATTTCCTTCCAATAATGGAATGGGTAATTTAC----AGCTGGATAC  
68895 
                 | |      |||| |  ||  || |||| ||    | |||||     |  |  |||  
Sbjct  68758  TTTTAAACGTTCATATAT--TT--AAAAATGAAAATAATTATTTATTTTAAAATATATAT  
68813 
489 
 
 
Query  68896  AACATTTTCCAATCCAACTAGTTACTCATAGTATCCTGC--CAT-CTCT---------CA  
68943 
                |||||| |||      |||  |  |  |  | |||||  ||  ||           || 
Sbjct  68814  TCCATTTTTCAAGGTGGGTAGGAATCCCCAACAACCTGCAGCAGGCTACGGTATAGACCA  
68873 
 
Query  68944  CATTTTCTCCAAACCAGTTTACACTTTCTGTTACTAA----CAAAAAGTTC------TTG  
68993 
              | ||     ||||| |     |  ||||| |  ||||    || |  ||        ||| 
Sbjct  68874  CGTTGAAGTCAAACAAAACCGCTTTTTCTCTCTCTAAAGTGCATAGCGTCAGCGTAGTTG  
68933 
 
Query  68994  CAA----CAAATTCTCTAATGTTAGTAATGTATAA-TAACTTGGTAAGGATGCTCTTCAT  
69048 
              |||    ||  || |||  | ||| | |  | |   |  ||   | |||      ||| | 
Sbjct  68934  CAAATTCCAGGTTTTCTTCTTTTACTCAATTCTCTCTCTCTCTCTGAGG------TTC-T  
68986 
 
Query  69049  GGAAAGTACAACTTCAA--CAAAGTGTTTTTTG-GAAAGACTAGGAGAGTTTATAAACTA  
69105 
              ||||||  ||| | ||   | || ||     || |  | | |  |   ||       |   
Sbjct  68987  GGAAAGATCAATTCCATTCCGAAATGGACGGTGCGCCACAATCCGCCGGTGGTCCGGCGC  
69046 
 
Query  69106  GTTTGATCAAATATCACTAGCTT--ATATGATGTCATTTGGTTCAATTAAAACTAAAGAT  
69163 
                ||  |    | |||  | ||   | ||| ||     ||  || |      | || ||  
Sbjct  69047  CGTTCCT----TCTCAAGACCTACGAGATGGTGGACGATGCCTCCA------CCAACGAC  
69096 
 
Query  69164  TATAATTATAATATATTATTTATCATGAATTTTTTTTACAGTTGTATTAAAAACTAAAGA  
69223 
               ||  || |  |  |   |  | ||  ||    ||     || || |  ||  ||   || 
Sbjct  69097  -ATCGTT-TCTTGGAGC-TCCACCAACAACAGCTTC----GTCGTGTGGAACCCTCCCGA  
69149 
 
Query  69224  TTAAAATTATAATATACT---GTATTATTT--ATCATGA-ATTTTTT-----TTTATCTC  
69272 
               |    |       | ||   |   |||||  | ||  | |  ||||     || ||| | 
Sbjct  69150  GTTCGCTCGCCTCCTTCTCCCGACCTATTTCAAGCACAACAACTTTTCCAGCTTCATC-C  
69208 
 
Query  69273  TAAAGTTTTATAATATCGCGAATTTTGCTTCTTCGATT--TTTTTTTC----TCAAATT-  
69325 
                 || |  |||    ||  | ||||      ||||||  ||| ||||    ||  |||  
Sbjct  69209  GCCAGCTCAATACCTACGTAAGTTTT------TCGATTCCTTTGTTTCGCCTTCGGATTC  
69262 
 
Query  69326  -TTGCTC--TTCCGCAAATTGTTTCAC--GGATTG--AT-CGAT------ATTTATTATC  
69371 
               | || |  ||||     | |||| |   |||||   || || |      ||||||  || 
Sbjct  69263  ATGGCGCGCTTCCT----TCGTTTTAATTGGATTCTAATTCGTTCTTCTGATTTATG-TC  
69317 
 
Query  69372  TTATATTTTATT---TGTATTTATACAAAATTTATTTGTGATCAATATTTAAATTTATTT  
69428 
490 
 
              ||   ||| |||   || || |||  |   |   ||||    |||||   |||| | |   
Sbjct  69318  TTCCGTTTAATTGTTTGCATGTATTGATTGTGCCTTTG----CAATA---AAATGT-TGA  
69369 
 
Query  69429  TCTCCTGAT--GATTTATTTTGGGCGTTTCACCCCTTTTTCGTTTAAAAAAAGTAAT-AG  
69485 
              || || |||  || | |||||     ||  |  | || || |||  | |   | | | || 
Sbjct  69370  TCGCCGGATTTGACTAATTTT-----TTGTAATCGTTGTT-GTTGGATATTGGCACTGAG  
69423 
 
Query  69486  CAATTTAAATGTACGCGTTTCTCCCTTTTGTAAAAAAAAAAATTATTTAAATGTGTTAAT  
69545 
              |   | || ||||   ||| |     | ||||  |  ||  || ||    |||||  | | 
Sbjct  69424  C---TGAATTGTAAT-GTTGCA----TGTGTATGATGAATGATGATG---ATGTGAGA-T  
69471 
 
Query  69546  GGC---ACATTTAT---GACTTACTGACATCTTCCTCTCTCCTCTCTGCTTCATCCAATC  
69599 
              ||    | || |||   ||  ||  || | ||||   |    ||||      ||  | || 
Sbjct  69472  GGAGAAAAATGTATAGGGAGATAGAGAGAGCTTCAATTTGAATCTC------ATAGAGTC  
69525 
 
Query  69600  AGTATTT-----TTTATGAAACAAAGTACTACTGTAA---ATTTG--TTATGGATTCGTT  
69649 
                |||||     | ||||  ||  ||   ||  |  |   |   |  |||  |||  ||| 
Sbjct  69526  --TATTTGAAGATATATGTTACTTAGGGTTAAAGAGATCGACAAGGTTTAAAGATAGGTT  
69583 
 
Query  69650  ATATTTTAATATAAAAAAATTTGAATAATTCTAATCCCA--TCATCCTCCTC--TTATTA  
69705 
               | ||||   ||    || || |  |||||  | ||  |  |||||        | || | 
Sbjct  69584  -TCTTTTTGGATTGTGAA-TTGGGGTAATTGGACTCGGACGTCATCGAGGAAGGTGATCA  
69641 
 
Query  69706  AATAAA--GAAAG-TAT---TTGAA-TGTT--TT--TAAAACATTAAATATTTTTTTTAT  
69754 
               | |||  ||| | | |   |||   | ||  ||  | || |   | | | || |   |  
Sbjct  69642  GAAAAATCGAATGCTGTGCCTTGGGGTATTCCTTGCTCAAGCGCCAGAAAATTATGACAC  
69701 
 
Query  69755  TTTATTTAA--TATTTTCCATTAAGTATTATAAAGATT----TTCA--AGACA---TTT-  
69802 
              |      ||  || |    ||   ||| ||||    ||    | ||  ||| |   |||  
Sbjct  69702  TCAGCCGAAGGTAATAAGAATCTGGTAGTATAGGACTTGACCTGCATCAGAGAAGGTTTC  
69761 
 
Query  69803  ---GTATTTTAAAACT---TGTT--------CCTACAATTGCAGTGCTGAAAAA---AAT  
69845 
                 || || |  ||||   || |        | |||   || | | |  ||  |   ||| 
Sbjct  69762  TTAGTCTTCTGCAACTCCCTGATATATAGCACATACTTATGAATTTCCAAATCACCAAAT  
69821 
 
Query  69846  GTCTTTTAAAAATTACTT--TCCT--ACTCTTGTTTTGGATCCT----AAGATATTT-TC  
69896 
              || ||  |||  || |||  ||||  | |||  | ||  ||  |    ||| |||   |  
Sbjct  69822  GTGTTC-AAAGGTT-CTTAATCCTGGATTCTGCTATTCTATTATTGACAAGGTATGCATG  
69879 
491 
 
 
Query  69897  ATAAATAAAGCAATTTT--TTACCTCATAAACATGCAATTGACAAATGCTGATATTTTAT  
69954 
              || |||||    |||    |||    || || || | |||   || ||      |||||| 
Sbjct  69880  ATGAATAATT--ATTAGAATTAGAATATTAAGATACGATTCTTAAGTG------TTTTAT  
69931 
 
Query  69955  GA-----ACATTTTTTTAAAAAA-----------AATCTAT--TT-TTGAATTTTAACAA  
69995 
              ||     ||| | ||   ||  |           || | ||  || ||| |   ||| |  
Sbjct  69932  GAGTCTTACAATGTTAGCAATCATAGTAGGCTGCAAGCGATGGTTGTTGTACACTAATAC  
69991 
 
Query  69996  ATGT----T  70000 
               ||     | 
Sbjct  69992  TTGACCTAT  70000 
 
 
 
BLAST is a registered trademark of the National Library of Medicine. 
NCBI | NLM | NIH | DHHS  
Copyright | Disclaimer | Privacy | Accessibility | Contact | Send feedback  
  
 
Forrest-Williams 82 70 to 80 kb alignment 
492 
 
 
Global Alignment 
My NCBI 
 
[Sign In] [Register] 
Jump to Page Content  
 Home 
 Recent Results 
 Saved Strategies 
NCBI/ BLAST/ Global Alignment/ Formatting Results - AP7JFK3B114  
  
Edit and Resubmit Save Search Strategies Formatting options Download How to read this page 
Blast report description  
Needleman-Wunsch alignment of two sequences 
28 (94336 letters)  
RID 
AP7JFK3B114 (Expires on 01-07 06:29 am)  
Query ID 
lcl|54849 
Description 
28 
Molecule type 
nucleic acid 
Query Length 
94336 
Subject ID 
lcl|54851 
Description 
Williams 82-1  
Molecule type 
nucleic acid 
Subject Length 
91796 
 
Other reports: Search Summary  
493 
 
Dot Matrix View  
Plot of lcl|54849 vs lcl|54851  
 
Descriptions  
Sequences producing significant alignments: 
Select:AllNone Selected:0  
Alignments Download Graphics Show/hide columns of the table presenting sequences 
producing significant alignments  
Sequences producing significant alignments: 
Select for downloading or viewing reports Description Score  Percent Ident Accession 
 
Williams 82-1  -7008.0 51% 54851  
Alignments  
Download Graphics Next Previous Descriptions  
Williams 82-1  
Sequence ID: lcl|54851Length: 91796Number of Matches: 1 
Related Information 
Range 1: 70001 to 80000Graphics Next Match Previous Match  
Alignment statistics for match #1 
NW Score Identities Gaps Strand 
-7008 5544/10973(51%) 1945/10973(17%) Plus/Plus 
Query  70001  TTTTCTTTT-TATTT--TATTTTTAA--------AATATACTGAAAACAA-AGCTAAAAA  
70048 
494 
 
               ||    |  |  ||  ||| | |||        ||||||  ||  |  | | || | || 
Sbjct  70001  CTTAAAATAGTGGTTGGTATCTATAACAAACGTCAATATA--GATCATTAGATCTCATAA  
70058 
 
Query  70049  TTATATTGAAAAC---AAGTTTTGAAATTAAAAAATAATTTCAA-ACAAGACCTTACTCC  
70104 
              | || ||     |   |  ||||| | |      |||| || || || || |   ||  | 
Sbjct  70059  TAATTTTTCTTTCTCTATTTTTTGGATTCTTCTTATAAGTTTAATACCAGTCA--ACGGC  
70116 
 
Query  70105  ----AGTTCATTTTTTCTTTCTCCTCTTAATTTTACCATACAGAGG-TTTAC------TT  
70153 
                  |||  |   | |    |   |  |||    | |||| | | | ||| |      || 
Sbjct  70117  TAATAGTAAAAAGTATAAAGCGGTTTCTAAA---AACATATATATGCTTTTCCCTTGGTT  
70173 
 
Query  70154  CAACAAAGATGAA----AGAG-----ATGTTTCGAGCTAAGA-TATTAGGA-AAT---GC  
70199 
              |  ||||  ||||    | |      ||||||| || |   | ||  | || |||   || 
Sbjct  70174  CTCCAAAAGTGAATTTAATACCGCTTATGTTTC-AGGTGTCACTAGCATGACAATTTGGC  
70232 
 
Query  70200  TCACTTCCTATTTCAA--TTTAAAACAATTAAACACTCAAGAATATTGT---TTAG----  
70250 
                  ||| ||| |     ||| | | | |    ||||    ||| ||||   || |     
Sbjct  70233  GGTTTTCTTATATTGTCGTTTCACAGAGTGG--CACTTTTTAATGTTGTGTTTTTGAAAC  
70290 
 
Query  70251  CTTTGTCATATTCCAGGAA----AGAAATATGTTATTTGCAAAAGTTAACTGAAAAGTTA  
70306 
              | |||  | |||||||||     ||| | || || | ||  ||| ||| |  | | | |  
Sbjct  70291  CGTTGGGA-ATTCCAGGAGCACTAGAGA-ATATTGTATGATAAA-TTACCAAACATGATG  
70347 
 
Query  70307  AAAAGTTAGCTCAAATAGTTAAAAATTAAGTTAGTAATTGAAAATTGAAAGTGAATACTT  
70366 
              |||| ||    |   |||  |  | ||  | | ||  |    ||| | |  ||  ||||| 
Sbjct  70348  AAAAATTCATGC---TAG--AGCATTTTCGGTTGTTTTCATGAATAGGATTTGT-TACTT  
70401 
 
Query  70367  AAAAACTTTCAAACTTTATTAA---ATTATAAGTGTTTATTGTTGAATTAGTTAGAAAAG  
70423 
               |   |||| ||||||| ||     |  |||| ||||| || || |   ||    ||||| 
Sbjct  70402  TAC--CTTT-AAACTTTCTTCCTCCACCATAATTGTTT-TTCTTTATCCAGA---AAAAG  
70454 
 
Query  70424  ATAAAATGACATAA----ATAACATTTAAAAAATGTA-ATAAATAAAT-TGAATAAATAT  
70477 
              ||    ||||| |     ||| || || |   ||||  || | ||  | | || ||| |  
Sbjct  70455  ATGGC-TGACAGAGGTGCATATCAGTTCATGTATGTCTATTAGTAGGTCTTAACAAAAAA  
70513 
 
Query  70478  TTTAAGGATA-TAAAAAGAATAAA------------------ATTAAAAAGTTAAAAGTT  
70518 
              |  | |  || ||| |   | | |                  ||| ||  ||| |  ||| 
Sbjct  70514  TAGATGCCTAATAATACTTAAATACTCTTCTTGGGCTGTGCTATTGAACTGTTGAGTGTT  
70573 
495 
 
 
Query  70519  A--GAAATTAGTGTTTTAAA---AAATATT-ATTTTAAAT---AA-----TATT------  
70558 
                 | | ||  ||||||  |   |  | || ||||| | |   ||     ||||       
Sbjct  70574  TATGCACTTGATGTTTTGCACTCAGTTCTTTATTTTCAGTCCTAAGCACATATTCCCTGG  
70633 
 
Query  70559  ----TTA-------AA------AAAATACTAAAAGATACTAGAGAAACATTAAAAAAATT  
70601 
                  |||       ||      ||||| || ||   ||  | || |   ||    || || 
Sbjct  70634  CACTTTATTTGATCAATTGGTGAAAATGCTCAATTTTATAATAGCATT-TTCCTTAAGTT  
70692 
 
Query  70602  ATTTATTA-AATA-GTCAAATAAA----TTTTTTAGTTAAT---AAA--AAAAATTAATT  
70650 
               ||  ||  |||| |    ||||     |||||  ||||||   | |  |||||| || | 
Sbjct  70693  CTTGGTTGCAATAAGGGCTATAATGTTCTTTTTGTGTTAATCTGATATTAAAAATGAACT  
70752 
 
Query  70651  AAAATAACTTGCTAAAGA--TAACTA-TAGGA----GAACAAAATGA-------TAG---  
70693 
               || |     | ||||||  ||| || ||| |    |||  ||| ||       |||    
Sbjct  70753  GAATTTGGAAG-TAAAGACATAATTACTAGCAAAGGGAAGGAAAAGAGCTCCAGTAGACA  
70811 
 
Query  70694  CTTTCTCCTAACAAAACAAA-----ATC--ATATCAA-CTATTAAAAAAATATTT--ATC  
70743 
              |||| |  |  || ||| |      |||  || |||| ||  ||    || ||||  | | 
Sbjct  70812  CTTTGTATTCTCATAACCAGTTTGTATCTCATCTCAAACTGGTACCTTAACATTTTGACC  
70871 
 
Query  70744  AAATCTATACAATTTCACTGTATTTAATTTTTTTTTAGAGTAATTTATGT-TTCTTTAAC  
70802 
               |  | | ||||    |||| || |    || ||    | || |  |    ||||||  | 
Sbjct  70872  GA--CCA-ACAACACTACTG-ATCTGGGGTTGTTACTCACTACTGCAACAATTCTTT--C  
70925 
 
Query  70803  TTCAGTTTCATTGTCTTAAAAATTCAGTCATTCATAAATGCGATATTCTTCACGCGAAAC  
70862 
              |||  |||  || |  | | |||  |  ||   | |||||    | ||  ||    |||  
Sbjct  70926  TTC--TTTGGTTATAATTACAATAGAC-CA---AAAAATG----ACTCCCCA----AAAG  
70971 
 
Query  70863  GTAAAACAT--ATTGTTTTACAAATTACAACAATTCATTTATAAATAACGCGACATATAA  
70920 
              ||||  |    | ||||  | || | |   |||  |   ||| | |  |    | | ||| 
Sbjct  70972  GTAAGGCTGCCAATGTTAGATAACTAAAGCCAAACC---TATTAGTTCCTT--CGTGTAA  
71026 
 
Query  70921  G-AGCTATGCAATTCGAGAATCGAAGCTTGT-ATTTACATTTT----CTG-AAATGGGTG  
70973 
              | || | || |  | |    | |   ||  | | | ||  |      ||  ||| ||    
Sbjct  71027  GCAGGTTTGGA--TGGGTTTTTGTCACTATTCACTAACCCTAGGCCCCTCCAAAAGGCAT  
71084 
 
Query  70974  GTTCAGCCATCAAGATTCTTAGCATAGTTTTGCTCCTTGTCCTCATTTCTCAAGAAGTCA  
71033 
496 
 
               ||||  || |||  | ||| | | | |  || ||    |||| | | ||  ||  || | 
Sbjct  71085  ATTCAATCA-CAAATTCCTTTGAAAAATCCTG-TC----TCCTTAATACTGGAGTTGTTA  
71138 
 
Query  71034  AGATACTGGTTTCTTCTATTTTATGAAA--CATAAAATTTGTATAAATTATT-----GTT  
71086 
                || |   | | ||| | || ||||||  |||     |||   |||| | |     ||| 
Sbjct  71139  TTAT-CACATCT-TTCAACTTCATGAAAGCCATGTTTCTTGGTCAAATCAGTTAAAGGTT  
71196 
 
Query  71087  TGTA-ATTTTTCC----TCCAATCA----------TCATGTCA-GCTATAGCCAATGTTC  
71130 
              ||   || || ||    ||| || |          | || ||  | || | ||||    | 
Sbjct  71197  TGGCCATCTTGCCATTATCCTATTACAAATTTTGGTAATTTCTTGTTAAACCCAAGAACC  
71256 
 
Query  71131  CTTGAA--------AGATCTCTCCA--TAGATCAATTTCCAACA------AAAAATAAAG  
71174 
              ||||||        |||  |||  |  |||  ||  ||| ||||      |  | |   | 
Sbjct  71257  CTTGAATCCCCTTTAGAATTCTTGAAATAGGCCA--TTCTAACACTCTTGATCATTTTTG  
71314 
 
Query  71175  TGCAAGGAAAGCAAGCATGGAATGTAACTATCATCAAT-TAAG-TGTTCATG-TGTTCAA  
71231 
              ||   | |  || | |  ||||      | || | ||  |||  ||  || | |  |||| 
Sbjct  71315  TGTCTGTA--GCCAACTAGGAACCCT--TTTCCTTAAGATAATATGCCCAAGATACTCAA  
71370 
 
Query  71232  AAGAATGTGATATTAAATTGTAAAAGATTTTAATCTGTTAAACCCGTAAAATCTTCATTT  
71291 
               | ||| |  |  |||||||  |   ||||| || ||   |||   |||| | ||   || 
Sbjct  71371  CA-AATTTTCTCATAAATTGACATTTATTTTTATTTGC--AAC---TAAATTATTTTCTT  
71424 
 
Query  71292  TTAAAGATCTCACACAATATTTATCTTAT------TAATGGTGATC---AAGTCAT-CTA  
71341 
              |||||    |||| ||||| ||  || ||      || | | | ||   ||  | | ||| 
Sbjct  71425  TTAAA----TCACCCAATACTTCCCTCATGTACCTTATTTGAGCTCCCCAACCCTTGCTA  
71480 
 
Query  71342  TGGATT--TTCTGTCA--AATTTAGATATGCTTGCGACCGACCATTTCCATTAAATCCCA  
71397 
              |  |    |  |||||  ||   || |   | ||| |||    |  | |  | | | |   
Sbjct  71481  TAAACCAATATTGTCACCAA---AGCT---CATGCTACCACAGAGGTAC--TGATTGCTT  
71532 
 
Query  71398  TTTCCTCTTAGAT----TTTTTGTTCTTAAATATAGA-GCCAAGAAGTTTTCTCTTACAA  
71452 
               ||| |   || |    ||||||| |||  |  |  | |||    ||||| || |||    
Sbjct  71533  GTTCTTGAAAGCTGCTATTTTTGTGCTTGTAGTTGAATGCCTT--AGTTT-CTTTTA---  
71586 
 
Query  71453  ATCTTGATGCCATTTAC-CATAGCTTGATTTGTGGGCATTATAAATGCAGAAT--GAAAC  
71509 
                 | |||   |||||  ||||    ||| | ||||| ||| |  | | |  |  | ||  
Sbjct  71587  ---TGGAT---ATTTAGTCATAAAAGGATATTTGGGCTTTA-ATTTTCTGTCTTTGGAA-  
71638 
497 
 
 
Query  71510  ATCGATTCTTGG-TATGTTGAATTTGTTTTGTCAATTCCTTTT---TTTT--CT------  
71557 
              ||   || |||| |||| | | | |||   | | ||||   ||   ||||  ||       
Sbjct  71639  ATG--TTGTTGGCTATGATTACTGTGTAA-GCCCATTCAGGTTGCATTTTAACTTTAAGA  
71695 
 
Query  71558  -ACC--TCCA-ATACAATAACT-TGCG---TTGATAGCTTTAGTTTGAAATCAATAATAA  
71609 
               |||  | || || | ||| || ||     || || |    | ||  |  || |   | | 
Sbjct  71696  GACCCATGCATATTCTATAGCTCTGTACTATTTATGGACAGAATTGAATTTCGACTTTGA  
71755 
 
Query  71610  GGCCTCTCAAACGAAAAATAAACTAA-GCTCAT--TAGAGTGTGTATAATGTATAGTTGT  
71666 
              |  |  ||||||   | | |   | | |||| |  ||||||   | |  | | |  | |  
Sbjct  71756  GTGCAATCAAACTCTAGAAAGTGTGATGCTCTTGCTAGAGTTACT-TCCTATTTCCTAGA  
71814 
 
Query  71667  TTATTATAATTTTGTGGGTCTTATCATTCCGTATAGATTTAAGCATTTTAAACAAAAATT  
71726 
              |   |||  || |||| | || || ||| | | | |  |||    |||         ||| 
Sbjct  71815  TCCCTAT--TTGTGTGAGGCTAAT-ATTACTTTT-GTGTTACTGGTTT---------ATT  
71861 
 
Query  71727  TATTTTAATAATAAGATTG--TT--AAAGTGAGCATTTAAACTAATTTTATAAATTTTAT  
71782 
              | |||||   ||  | |||  ||  ||  | ||   | |||   ||||  |  |||| |  
Sbjct  71862  T-TTTTATCCATGGG-TTGCCTTGGAACTTTAGTCCTCAAA---ATTTC-TCCATTT-AC  
71914 
 
Query  71783  TATA----CTTA--AAAATGTTATTTATGGTATAATATTATTAAACAACAGTTATTTATA  
71836 
              ||||    || |  | ||| | | || |    |||||||| |   | |||   | | | | 
Sbjct  71915  TATAAACTCTGACCATAATTTCAGTTCTT---TAATATTACTTTCCCACA---ACTCAAA  
71968 
 
Query  71837  TAATCAACAATATTTATAT--AGATAACTTCACCTCATATGTTCATGTGG-GAAAAAA-A  
71892 
               | |    | | ||  | |  |||    |||          ||| |||   ||  | | | 
Sbjct  71969  CACTGCCTACTTTTGCTTTCCAGAGGGTTTCT---------TTCTTGTAAAGAGTATATA  
72019 
 
Query  71893  CTT--AAGTGACTTTACT--TAAAATTAAATAACTCATATAAGCACTCGCATCGAAAATA  
71948 
              |||  ||| || |||| |  |||| || |  || | ||| |     | || |  || ||| 
Sbjct  72020  CTTGTAAG-GA-TTTAATGGTAAATTTTAGAAAATTATAGATCTTATTGCTTGAAAGATA  
72077 
 
Query  71949  CTCCCCATCAAACAATA---GAATT-ATTGCTTCTAAAAAGAAAAAAAAAACAAGTGAAT  
72004 
                    || |  |  |    |  || |||  || |    |  | | |    ||||    | 
Sbjct  72078  A-----ATTATTCTTTGTGGGCGTTTATTTTTTTTCTTTAATACATATTTTCAAGCATTT  
72132 
 
Query  72005  CATTGAA--AATATATAATTT-ATGGTCATTAGTCAAAAAATTAATGACTTCTAAATCAA  
72061 
498 
 
               ||  ||  | ||| |  ||| ||     || ||| |   || | ||   | | | |||  
Sbjct  72133  AATAAAACCATTATTTGGTTTTATTTGTTTTTGTCTATTGAT-ATTGCTCTGTTA-TCAG  
72190 
 
Query  72062  A-ATTT-GAACAACTCTAAAATCTTATTGCCGGGAAAATG--AAT-ATG-GCATCTGCAA  
72115 
                |||| ||| ||   || |  |  |  |  |||||  ||  ||| ||| |  |||| || 
Sbjct  72191  GGATTTAGAAAAA---TACATCCAGAGCGATGGGAATTTGCTAATGATGAGTTTCTGAAA  
72247 
 
Query  72116  TAT---AAGC-TCTAGCCAGCAACA-ACGTGTCGTTCACGTTTAAGAGCTTT-----GTT  
72165 
               ||   |||| |||   ||  || | || |  ||  || |   || | || |     ||  
Sbjct  72248  GATCAGAAGCATCTTCTCAAGAATATACAT--CG--CAGG---AA-ACCTATCCACAGTC  
72299 
 
Query  72166  CTATTCACTCTCTAGATGTAGTTATTGTATGGCTCTTGCTTGTGTCTGGCAGA----GAT  
72221 
               || |||  ||| ||  ||  |  |||||  | ||  |   |     |||||     ||  
Sbjct  72300  ATAGTCATCCTCCAG--GTTCTC-TTGTA--GATCCAGAAAG-----GGCAGCATTTGAG  
72349 
 
Query  72222  GAAGCAGCTGAAATTTTTACCCACCATCGTATTATTC-CTTGATTGATATCATTAGCGGT  
72280 
              |||| |   || |   || |||   |  | |  |||| ||||| |   || |||  ||   
Sbjct  72350  GAAGAAATAGACAAACTTTCCCGTGA--GAAAAATTCTCTTGAATCCAAT-ATT--CGTA  
72404 
 
Query  72281  CGTTAATAGTATACCAATTAACTT--ATGC-TATGATAACA-ATACACTA-AGCGGTGAT  
72335 
                || | |  | | || | |||    | || || | ||  | ||   ||  |||| | |  
Sbjct  72405  ACTTCAAACAACATCAGTCAACAGCAAAGCCTAAGCTAGAAGATTTTCTGCAGCGATTAG  
72464 
 
Query  72336  AT-----TAA-AAGAGTCAAACTCTATT--TTATATGGTGAAACAGGGAACAT-AGTCCA  
72386 
              ||     | | ||||| || |  | |||  | |  |  |   | | ||  | | ||   | 
Sbjct  72465  ATGGTGTTGACAAGAGGCAGAAACAATTGCTGAACTTCTTTGAGAAGGCTCTTCAGA--A  
72522 
 
Query  72387  TCCAATAATATCTTGTTACCTACTAAGTACTAATTGCAATTGAAATTTGGAGGATCCATC  
72446 
              |||  || | ||  |||         | ||   || ||    |||||  |||  |||||  
Sbjct  72523  TCC--TACTTTC--GTT---------GAACATCTTTCACGCAAAATT--GAG--TCCATG  
72565 
 
Query  72447  GATCCTCCACTGACCCTAAGCACATGACATTCCACACTTGTTATGTAACCTGATGTTCAC  
72506 
              |||  |   |||    |||| | | || ||| | | |  |||         |||   ||| 
Sbjct  72566  GAT--TTATCTGCATATAAGAAAAGGAGATTGC-CTCAGGTT---------GAT---CAC  
72610 
 
Query  72507  GTTCTTATAAAAAACCAGCAGGCACAA-TAAATTAAACGGTAACCA-ACTAATCTAACAA  
72564 
              || |        ||||||  | |  || ||  ||    |  || || |  ||| | | || 
Sbjct  72611  GTGC--------AACCAGTTGCCGAAAGTAGCTTGGTGGACAATCATAGCAATTTTAGAA  
72662 
499 
 
 
Query  72565  TTGGAATTTTCCTACTTACGAATTCTTTTTCTGGTCAATTCTCTTTCATATAAT-TGAAT  
72623 
              | |||||||          ||| | |||| | |    |||   ||||  ||||  | |   
Sbjct  72663  T-GGAATTTG---------GAAATGTTTTCCGGCAAGATT---TTTCGAATAAACTCAGA  
72709 
 
Query  72624  CTCTA-TTATCAT-TGCCAATTCAATTAT----TT----TCAACT-GCTCAATCTGCCCT  
72672 
              ||  | || |||  |||   ||||  |||    ||    |||  | || ||    |  |  
Sbjct  72710  CTGGAGTTGTCACCTGCTGTTTCAGATATGAACTTGGTATCACGTAGCACACAGAGTTCA  
72769 
 
Query  72673  A-TATTTTTGGCAATAGGT---ATAAAACGCA-TCT-----AGAAT---GTGGTGGGCAA  
72719 
              | |     |||  | || |   | |||| ||  |||     ||||    | || | |||  
Sbjct  72770  AATGAAGATGGGGAAAGCTCACAGAAAAAGCTGTCTGAAGTAGAACCAAGAGGAGTGCAG  
72829 
 
Query  72720  CTTAACATGGATACGGCATACGTAACCACAATAAAGAAAACATGAATCAG-TAC------  
72772 
                  ||| | | |   | ||| |   |||   ||| |  | |     ||| |||       
Sbjct  72830  ----ACAAGAACAGCTCTTACATTTGCACCTGAAACATTAGAGCTTGCAGATACTGGGGC  
72885 
 
Query  72773  --CCATAACCATTAGCATG--TGC---TTTGTTGCGAA-AGTTATATATCCATCTGCTGA  
72824 
                |  | ||  |||  |||  | |   ||| |  |||| ||  |      || ||||||| 
Sbjct  72886  TTCTTTTACTTTTAAGATGGATTCATGTTTATCACGAAGAGCAA------CAACTGCTGA  
72939 
 
Query  72825  GCTTTGAATCCCCATATGTGCGGT--CACGTATTGTATAGGCTCATCGTGTGAAATTAAA  
72882 
              |   | ||  |  || | |  ||   || ||| || | | |   || ||      |||   
Sbjct  72940  GAGCTCAAAACTGATCTCTTTGGAGCCAAGTAGTGAAGAAGGCGATAGT------TTA--  
72991 
 
Query  72883  ATCATCCCATCACCAACCCAAATTTTAAGATTACGTATCCATTTTCAAA--AAATTAAAT  
72940 
               || | |||  || || |  || | |   ||  | | ||||||  |||   ||   |||| 
Sbjct  72992  -TCCTGCCA--ACTAAACTTAACTCTGGCAT--CTTGTCCATTG-CAAGTGAACAGAAAT  
73045 
 
Query  72941  TTATTCAGAACTTTGAATCACCACAATGTATTTATGTATTTTTAAAAAAATTCTTTTTAT  
73000 
              | || |  | |   || ||||| |||   ||| |      | | || |||||      || 
Sbjct  73046  TCATACTCAGCCA-GA-TCACCCCAA---ATTGAC-----TGTCAAGAAATTGGAAA-AT  
73094 
 
Query  73001  T--CAGTATATTTCCATATCTCTTTCTATCGCCACCAATTAGATGATTGTTCAAGTGGTG  
73058 
              |  ||| ||    | | || | || | |  |  |  ||  |  ||||      ||||||| 
Sbjct  73095  TGGCAGAAT----CAAGATTTTTTGCCAATGGTA--AAGAATCTGAT------AGTGGTG  
73142 
 
Query  73059  CTTCCTCC--CCGAAAGGTAA--GGTAAGGATAAAAG----GCTTGATTTTAGT----TC  
73106 
500 
 
               ||||||   || ||| |||   | | ||| ||  |     |||| ||   ||     || 
Sbjct  73143  TTTCCTCAAACCTAAATGTAGCTGCTGAGGCTACCAATTTAGCTTCATCACAGGAGGCTC  
73202 
 
Query  73107  CAA-----AATGGAGGTATAAAACCTTATCTAGACTTTACCAACCATGTTAA---GGAT-  
73157 
              |||     ||   || ||    | ||  || ||||      ||  |||||     |||   
Sbjct  73203  CAAGTAACAACCAAGTTAACCCAGCTCCTCCAGACAGGGTGAATGATGTTTTCTGGGAAC  
73262 
 
Query  73158  --TTAAATATTGGAA--CTA--CTAGTATTTACA-TAAAGAC----TATCTAACCACCTC  
73206 
                ||   || || ||  | |  || ||  | ||| | ||||     |||| ||| |||   
Sbjct  73263  AGTTTCTTACTGAAAGGCCAGGCT-GTTCTGACAATGAAGAGGCAATATCCAACTACCG-  
73320 
 
Query  73207  ATCCAACTCAATTGCTTAAAAAAATTTGTAGATT--TCGTTTCGTATA-TC-CAACAAAG  
73262 
              | | ||| ||  || | || || |   | ||     ||   || |  | || | | |||  
Sbjct  73321  AGCAAACCCATATGATGAACAAGAC--GAAGGACGGTCAACTCATGGAATCTCTAGAAAC  
73378 
 
Query  73263  TGTGTTTCAAAGTTTCCTAACTACACATCATAAATTCCGGGCAGGTGGTCTCATTATTCA  
73322 
                |      | |  ||  |||| ||||   | | ||  ||||| |  ||||     |  | 
Sbjct  73379  ATTAAGAACATGGATC--AACT-CACACTTTGAGTT--GGGCATGCTGTCT-----TGGA  
73428 
 
Query  73323  TTTGAACAGCGAACATATTGCTCCATTTATTTGTAAGGTGTCGAGTGGAAATGATTTATA  
73382 
                 ||||||  ||  ||||      ||||| || ||  | ||        |||| | ||| 
Sbjct  73429  ---GAACAGTTAAACTATT------TTTATATG-AATTTTTC--------ATGACTAATA  
73470 
 
Query  73383  CACACACTAGACCTTATAGGTGGATGGAGAGTTGACACAGATGCATAACGGGCACAGAAG  
73442 
              ||||   | || || | |  |      | ||||||||  | ||  || | |       |  
Sbjct  73471  CACAATAT-GATCTGAAACTTC-----ACAGTTGACA--GTTGACTACCTG-------AT  
73515 
 
Query  73443  AAAGTTTATGGCACATGCGATAAATATAC----TT------CTGATTCAAAAAGGGATAA  
73492 
                |  || ||  | || ||| |  | |||    ||      |||||  | | |  | ||| 
Sbjct  73516  TTATCTTGTGAAAAATCCGAAATGTTTACCAGCTTTGGGGACTGATGGATACAATGTTAA  
73575 
 
Query  73493  AAAAGAATATAATACAATTAATAAATGTATAGTCCTTC---CCT-TCCC---AAAAATAA  
73545 
                ||   |   | | | | |||   || || ||| |||   | | | ||   ||| |||| 
Sbjct  73576  TTAACTGTTGTAAATATTCAATTTCTG-ATTGTCTTTCAAACGTATTCCTGTAAACATAA  
73634 
 
Query  73546  AA---TAAAATAATCAT--------CCTCACGATCAGGTACACCGAC---CAATAACCAT  
73591 
              ||   |  | ||   ||        | ||| | |   ||| |  ||    || |||  || 
Sbjct  73635  AAGTCTTGATTATGGATTTTTTTTTCTTCATGTTTGCGTAGAGAGATGTGCAGTAAGTAT  
73694 
501 
 
 
Query  73592  C--CTTTAAAACCCATCCATCGTCTTAAAGAATCAATAAAGAACGCCAAACTAAAAGATC  
73649 
                 ||  | |  ||| |  |  | |  |  |  ||||   |||  ||||  ||| | | | 
Sbjct  73695  TTGCTGAATAGACCAGCTTTACTTTCCATTACACAATG--GAATTCCAAT-TAACACAGC  
73751 
 
Query  73650  CAGG----TTTAGTTCAGATGAGGAGATTTTAAGAACACCATAAAAATGACATTTTGAAC  
73705 
                ||    ||| |||||||   | | |||    ||   | |||    |  |  ||   || 
Sbjct  73752  ATGGAAACTTTTGTTCAGAAC-GCACATT----GACGTCTATAT---TTTCTCTTGCTAC  
73803 
 
Query  73706  AATAATAAATAATTACAAAGAAATTGGCGATGCTAATAGATCAAAACAGCTTTACAACCT  
73765 
              | || |  |||    ||| | |     |||  |||      |||  | | ||||     | 
Sbjct  73804  A-TACTGTATA----CAACGCA-----CGAA-CTA------CAA--CGG-TTTAT----T  
73839 
 
Query  73766  CTGGTTTTC-----TTGGGTATTCTCAACTAAACCTTCCACTATCATATGGACTAAGATG  
73820 
               | | || |     |||  | || ||  | || | |   | | |||||   |||    || 
Sbjct  73840  TTCGCTTGCAGGAATTGTATGTTGTCTTCAAATCATGTTAGTTTCATA---ACTTT--TG  
73894 
 
Query  73821  CCC-TTGGATAGTT-----------GTCTCGTTTATC---AATTCGGTTAACGGCAATCC  
73865 
              |   ||| ||| ||           |||||   |  |   ||||   | | ||  | ||  
Sbjct  73895  CGGGTTGAATATTTTAAGAAGCCAAGTCTCCCCTGGCTAAAATT---TCACCGATAGTCA  
73951 
 
Query  73866  GTTGAATCAAAGGAGTCTGCAAACCC--TGCAGGTTTAGAGGAGATGCTTGATTGGGTTT  
73923 
              || || |||   | |  |  ||| |   | |   ||||       | |||  |||  ||| 
Sbjct  73952  GT-GATTCACTCGTGATTTTAAAACTAATTCCATTTTACC-----TACTTATTTGAATTT  
74005 
 
Query  73924  GTGAGATGG--AAATGTCATTAAATATTGAGGAA-GTGCCTTCGTT--GGCTTGCC-ACC  
73977 
                || ||    ||||  || |  | | | || || | | ||   ||  |  |  || | | 
Sbjct  74006  TAGAAATTACCAAATA-CACTCTAAACT-AGAAATGCGTCTATTTTATGAGTAACCCAAC  
74063 
 
Query  73978  TTCGTAGAGCTTGAGGAAGGCTCATATGAAGGTCACCGCCAGAGCCG--TCTTCC--TCT  
74033 
              ||  |||   ||||  ||   | || ||   ||||     ||   |   | || |  | | 
Sbjct  74064  TTT-TAGTTTTTGA--AACTGT-ATTTGTTAGTCAGTTT-AGTCTCTAATGTTACAATTT  
74118 
 
Query  74034  TCTTCATCATGGCTAGTAGGTTTCC---ATTGCTCCACAAGA--GGAACCAAGACGTTCA  
74088 
              | |||||  | | || ||| |||     | || |    || |  | ||| || | | ||  
Sbjct  74119  TTTTCATTTTAGTTA-TAGATTTTATAAAATGATAATGAAAAATGAAACGAAAAAGATC-  
74176 
 
Query  74089  CTGCA-TGACCCATATCCGGCCTTTGG----TATGGTTCGCGAGCAGTGCAATGGCCTGC  
74143 
502 
 
               || | |||   ||||      |||||    ||  ||     |   ||  |||      | 
Sbjct  74177  -TGAAATGAATGATATTACAAGTTTGGAAACTAAAGTAAAGAATTTGTAAAATCAAAGAC  
74235 
 
Query  74144  CAGCTCGGCCACTGTATATATGCTTCCCATGGTTTCCTCAT--CTGGATTG-----AGAA  
74196 
               | |  |     |  ||||| |      | ||  | || ||  || | |||     | || 
Sbjct  74236  TAACGTGATTGATACATATAAG------AGGGCATACTTATTTCTTGTTTGTCAAAATAA  
74289 
 
Query  74197  TTTG-ATCA----ATTGCCTTTGGAATGT--TTTCCTTGTTA--ATTAGTACCCT-ACG-  
74245 
              |||| || |    |||  |     ||  |  || |    |||  | ||| | | | ||   
Sbjct  74290  TTTGTATGACGAGATTAGCAGAAAAAAATAATTGCAAAATTAGCAGTAGCAACTTCACAA  
74349 
 
Query  74246  GAACCATGTCAC-CAAG-TGAGACCTTTCATCTGGCACAGTATCAT-----CCAA-----  
74293 
              |||   | | |  |||| | | | ||    | ||| | || | |||     ||||      
Sbjct  74350  GAAGAGTTTGAAGCAAGATTAAAACTAGT-TATGGAA-AGCAACATGTAGACCAAGAAGA  
74407 
 
Query  74294  ---TGCCTTTC-TACCGGTGATAAGTTCCATCAGAACTACTCCAAATGCATA----AACA  
74345 
                 | | | |  ||  ||  | |||| ||  ||  || ||   | |||  ||    || | 
Sbjct  74408  AAATACGTCTAGTAATGGAAA-AAGTACCTACAAGACAACAA-ATATGACTACTACAAAA  
74465 
 
Query  74346  TCCACTTTGGTTG-TCACTCTTCCAGTAGCTGGTAAGAAACAGAGTAACATTAAATATAA  
74404 
              |  | || |  |  | ||   |  || | || |  | ||| | | |||  | |||||| | 
Sbjct  74466  TAGAATTCGAATAATAACAGATA-AGAATCTCGACA-AAATAAA-TAAAGTAAAATATGA  
74522 
 
Query  74405  TCAAACAAATAG----ACTAGCACTAATCA--AATGCCA-TCTAATCACATTCAATGCAA  
74457 
              |   ||| ||      | |||   ||  ||  | |  |  |||  || | |||  |  |  
Sbjct  74523  TAGCACAGATGTGTTAAATAGGTGTATACAGTATTTTCTCTCTCTTCTCTTTCTTT--AT  
74580 
 
Query  74458  CATTTTAGGAAGTTTTATGCTTGCAAAAGTCTTGAT-GCTAAATGG--ATAAAAACAACA  
74514 
              | || ||||  |||  ||  |  || | || || || | | | |    |||  ||   || 
Sbjct  74581  CTTTCTAGGT-GTTAAATAGTA-CATATGTGTTCATTGATCATTTTTCATATTAAGTTCA  
74638 
 
Query  74515  CCG-ATCAAAA---TAACAGTTTTAACAAAAGATGTTTCAATGCACCGATC--CAACAAG  
74568 
              | | || | |    ||| | | ||||| |  | ||| |   || | |  |   ||| |   
Sbjct  74639  CTGCATGATACCTTTAATATTATTAACTA--GTTGTCTAGTTGTAACTTTGTGCAATATT  
74696 
 
Query  74569  G-----AAATGGGATA-GAATGATAAATTCCACAACAGTGATTAGTTGCGACAGAGAACT  
74622 
                    ||||||  || |||  |||||||||  || | | |||   |  || | | | || 
Sbjct  74697  TTTTATAAATGGATTAAGAA--ATAAATTCCTTAATATTTATTTAATTTGAAATACACCT  
74754 
503 
 
 
Query  74623  ACCAC---CTAAGCCCATGACAATATACAGCAATCAAAGATTTAATGCAACCAGAGTATT  
74679 
              | ||    || | |  ||   ||| || || ||   |  |||| ||| |  ||   | || 
Sbjct  74755  ATCATAGTCTTAACATATTTAAATTTAAAGAAAAATATAATTTTATGTATTCAC--TTTT  
74812 
 
Query  74680  CATCACATCGTAAAGGATAATTGAGAGTCAGACTCTG-----GTAAACTGTCTAAAAATG  
74734 
               |  ||||  |  |  ||  ||     ||   || |      | | || |   | |  || 
Sbjct  74813  AAAAACATTTTTCA--ATTTTTTTTGTTCTACCTTTTTGCACGAACACGGGAGAGAGTTG  
74870 
 
Query  74735  G-CTC-GACATATCTTTTGAGGCATCAACCACCAAGAACTATGCAGCAAAACCCCCACCC  
74792 
                | | | |  || || |||     || |||  |||  || | ||     ||  ||||   
Sbjct  74871  TACACTGTCCAAT-TTATGACTATCCACCCATTAAGC-CTCT-CACATTCACTTCCAC--  
74925 
 
Query  74793  AACTCAACAAAACACGTGAAAAGAGCAAAATATAACATTGCAAAGAAATAGCCACAAAGA  
74852 
              |||| ||||| | || |||||| |||| |  | ||  |  |||        ||| |   | 
Sbjct  74926  AACTTAACAACAAAC-TGAAAACAGCACAGAACAATGTCCCAAC-------CCAGATTCA  
74977 
 
Query  74853  ATTT--TGAAGTAGCCATGTATCTAGGAATTGAGTATCAATTATTTTCCCTTCAACTCTT  
74910 
               | |  |||  |  |||||| |   | | |||        || || | | ||||   | | 
Sbjct  74978  TTGTCATGACTTTCCCATGTTTG--GCACTTG--------TTCTTCTGC-TTCACACCCT  
75026 
 
Query  74911  TCTACTTTTTTTTTGTATGTGAGCGATTACTCTGGTGAACTACTTAAATTTGCTGAACAC  
74970 
              ||| |   | |   | |  ||  | || | | ||  || || | | ||||||         
Sbjct  75027  TCTCCCAATCT---GCAA-TGGCCTATCAGT-TGTGGACCT-CATCAATTTG--------  
75072 
 
Query  74971  CGAAGCATGATATTGAAGTACTAACCAACAGCTATAACCACCAAATACGAGCATATAAAA  
75030 
                 ||  ||| | ||||||  | ||||| ||   |  | ||||||     ||||   | | 
Sbjct  75073  ---AG--TGAAACTGAAGTGATGACCAAAAGGGTTTGC-ACCAAA-----GCATTGGAGA  
75121 
 
Query  75031  TATGAACTTCAAAATTAAGGCACAATTGTACAAAACTAAAATCAA-AGGCT--TTCTGTA  
75087 
                ||     || |     | || || || ||  |    | | ||| |||    ||||| | 
Sbjct  75122  G-TGTTTGGCAGA-----GCCAGAAATGGACTCAG---AGAGCAATAGGAGAGTTCTGGA  
75172 
 
Query  75088  CCTGCATACTCAGGTG--CAAGATATCCAAATGTTCC--AGCCAACCGTGTCTCAACAGA  
75143 
                         |||||  ||  | ||  ||| || |   ||| |   |   || || ||  
Sbjct  75173  -----------AGGTGTGCAGCACAT--AAA-GTACATTAGCTATGGGACACTGAAGAGG  
75218 
 
Query  75144  ---ATACTTCCCATCTGGT---GCA-----TTTTTA--ACCA-----ACCCAAAATCAGC  
75185 
504 
 
                 ||  |||| || || |   |||     || |||  || |     |  ||| | |||| 
Sbjct  75219  GACATGGTTCC-ATGTGATAGAGCAGGAGCTTCTTACTACAATTTTCATGCAAGACCAGC  
75277 
 
Query  75186  -AACCTTT---------GCTCTCATGTCATCGCCTAGTAG-TATGTTTGAGGGTTTTAAG  
75234 
               || | ||         ||| | | |||||    || | | | ||   ||||  || ||| 
Sbjct  75278  TAATCCTTATAATAGGGGCTGTGAGGTCAT----TACTGGATGTGCAAGAGGTGTTCAAG  
75333 
 
Query  75235  TC-TCTATGAATGA-AG---CTTTGC--TGA---GCTAAACTGTGCAAGTATTCCACCCC  
75284 
               | || |    ||| ||   || | |  |||   | | ||    || || |   |  | | 
Sbjct  75334  GCATCAAAACTTGACAGTTACTGTCCACTGAATGGATGAAGGAAGCTAGGAAAGCGTCTC  
75393 
 
Query  75285  CCGCG-CTACATCCAAAGCTA-TTACTACCCTTTGCTTCCAAGTCAAAGGAGCATACCCA  
75342 
                | | ||  ||   |  ||  ||| |  |||||  |||||  || ||        ||   
Sbjct  75394  AAGTGGCTGTATGTTATTCTTCTTAATTTCCTTT--TTCCA--TCTAAT-------CCTG  
75442 
 
Query  75343  TGCTCCTGCCACTCAAACAGGTGCTGTGT--TAATGTACCTTGAGGCATATACTCATACA  
75400 
              |  |  | |   |   |    | || |||  | |||  | |||  |  || |||  ||   
Sbjct  75443  TTTTGTTTCATTTATGAGCTTTCCTCTGTAGTTATGGTCATTGTTGT-TACACTTTTA--  
75499 
 
Query  75401  CCAAAAGCCTTTCATTGCCATTGAT-GCAA--TACCCTA-GAAGAGCAACCAAATGTCTA  
75456 
                ||| || ||| |||  | ||  | | ||  ||   || ||  |||     ||||   | 
Sbjct  75500  --AAATGCTTTTTATTTACTTTCTTTGTAACATATGGTATGACTAGCTTGATAATGAAAA  
75557 
 
Query  75457  TGCCTAACTTTACTA-------AGAAG-TGCAATCTCTGCT--TCGA---ACTCTTTCTG  
75503 
              ||  |||||||  |        ||||  | |||   ||||   ||||   | |||||  | 
Sbjct  75558  TGTTTAACTTTTTTTGTTTTTGAGAACATACAA---CTGCAACTCGACATATTCTTTGGG  
75614 
 
Query  75504  ACCTTTGTTCCCCATT-GCAACAGATTCCATCCTCTTAACAGCAATTTTTGTTCCATCAT  
75562 
              |  |||| | || ||| |  ||  | || ||    |||| |   | ||| |||   | || 
Sbjct  75615  AT-TTTGATGCCTATTTGTTACGAAGTCTAT----TTAATATAGAGTTTAGTTTAGTTAT  
75669 
 
Query  75563  GCAACACCCCCTTATAAACTACTCCAAACCCTCCCCTGCCTAAAATGTTCTCCTCGCTGA  
75622 
               |||   |     |   ||| || ||  ||| |    |   |||           | | | 
Sbjct  75670  -CAATTGC-----AGGGACTTCTTCAGTCCCACATTGG---AAA-----------GATAA  
75709 
 
Query  75623  AATTATTCGTCACTTGTCGAAGAACTTGGATAGAAAATGTTGGACCATCTA--AAGCATG  
75680 
              ||||        ||||| |  |   ||  |||  || | ||| ||  ||||  ||  ||  
Sbjct  75710  AATT--------CTTGT-GTGGGGTTT--ATA--AAGTCTTG-AC--TCTACTAATAATA  
75753 
505 
 
 
Query  75681  AA-GGTCACTGCGAT-------CACCA--CTGCTCTGGCT-TTGCAACTCAACTGGAAC-  
75728 
              || |||   || | |       |  ||  || || |||   |||||| |    |  |||  
Sbjct  75754  AATGGTTTTTGTGGTGTGGTTGCCTCAAGCTTCTTTGGAAGTTGCAAAT----TTTAACT  
75809 
 
Query  75729  ACCACCATATCCATTAGAAACATGGACAGCATCAAGTTT--AAAGCCTCCTTTCCCATTT  
75786 
              ||  | | |  | |||| ||  |    || |  |  ||   |||  ||  ||    |||| 
Sbjct  75810  ACTTCGAAAATC-TTAGTAATTTTCTGAGGAATATTTTCCCAAAAGCTGTTT----ATTT  
75864 
 
Query  75787  TCATGACCTTTAACCCTACTGAACTTCCCCTGCAGCTTGTTGACAAAACACTTCCAAGAC  
75846 
              || | |  ||    |||| |  | || |  |||| |   || |  | |   ||||||||  
Sbjct  75865  TC-TAA--TT----CCTATTATATTTTC--TGCAACAATTTTATCATA---TTCCAAGAA  
75912 
 
Query  75847  ACAAACAACACCACTGCAATAAAAAACAACACAATAACAACTATACCAGCAATCCAACCT  
75906 
                  | |  |  | || |    | | ||| | ||||  | ||  | |   | ||     | 
Sbjct  75913  GTTGA-AGGA--AGTGGATCTCATAGCAA-ATAATATTA-CTGAAACTTTAGTCTTTATT  
75967 
 
Query  75907  GGCGACACCGAAGAATTACCCTTTGAG-GATTCACCACCACTTCCACCGGTCGAAGACCC  
75965 
               | |   ||||| |||      ||| | |||   | |||    | | |  ||    |||  
Sbjct  75968  TGAG---CCGAATAATA-----TTGTGTGAT---CTACCTAGCCAATC--TC----ACCT  
76010 
 
Query  75966  AGAAGGAGTAGTTCCACTTGGTCCACCTCCAGGACTAAGGGGTTTCCCAAGCAAAGC-AT  
76024 
              |  ||| |||   |   |   | || || |  ||     || |||   || ||||   || 
Sbjct  76011  AATAGG-GTAAAGCTTTTGTATTCAACTACTTGA-----GGCTTTG--AAACAAATTGAT  
76062 
 
Query  76025  TTCCCGCAGTCACCAACTTCACCTTTGGTGGGAACTTAGGAACCAATCCAGAGAGGTTGT  
76084 
              |       ||   |   ||| | |||| |   |   | |||     | || ||    ||  
Sbjct  76063  TATATTTTGTTGGCT--TTCTCTTTTGATTTTAG--TCGGAT----TTCACAGCAAATGG  
76114 
 
Query  76085  TGTCAGACACATCAAGAGTCTGAAGCTGAGGCAAAGTGATCAAACT-ATCAGGTATAGAA  
76143 
              | ||| ||| | ||     |  || |||||     || |||  | | || | |||  |   
Sbjct  76115  T-TCATACAGAACA-----CCCAACCTGAGCATTCGT-ATCTTATTTATTATGTAATG--  
76165 
 
Query  76144  CCGATCAAATTATTGCCATTGAGAAACAAAGTCCTCA-AGTCAGTCAAATTGGCAAATGC  
76202 
               || | ||||| |    ||| | ||  |   |||||| | | |||| |||   |   ||| 
Sbjct  76166  -CGTTAAAATTTT----ATTTAAAATGAGGCTCCTCACATTGAGTCCAATCCCCTTCTGC  
76220 
 
Query  76203  AGGGGAGATGG-TACCCTGCAAACCCTGTTTCTCGAAATTGACAGTAATAATCTTTC-CG  
76260 
506 
 
              |      |||| ||   ||   |   | |||   ||||   | ||   | || |||| |  
Sbjct  76221  ACCTTC-ATGGCTAGGTTG---AGTTT-TTTGGGGAAA---AAAGC--TGATTTTTCACA  
76270 
 
Query  76261  GCAGC-ACACACAACATAGTTCCAACCATCACACGGATCATTCCCCTTCCACGACTCTGC  
76319 
               | |  |   | || ||||     |  || | |   |  || |       |  |   ||| 
Sbjct  76271  TCTGGTATGGAGAAAATAGGAAATAAGATTAAAAAAAG-ATAC-------ATAA---TGC  
76319 
 
Query  76320  CAACCGAATCGGATACCCGAATGCCTCGGCAATCTGCAGCAAAACCATCACCCTGGGATC  
76379 
               |||| ||| |  ||    |||       ||||||          ||||    |||  |  
Sbjct  76320  AAACCAAAT-GTTTAA---AAT-------CAATCT----------CATCT---TGGTTTT  
76355 
 
Query  76380  ACAATT---CCCAGGAGTATCAAGACAAAAA-CTATTAATCCCAT---CGAGAGTAACAT  
76432 
              ||  ||   | || |  | |||| |   | | |||||     |||   | || | |  || 
Sbjct  76356  ACTTTTAAACGCATGGTTTTCAAAAGTGAGAGCTATTTTCAGCATGTTCTAG-GAATTAT  
76414 
 
Query  76433  TCACACCTTTCCCAAACACGGGCACAGGCCCCTGAAGCTCA-TTATTATCCAGAGAAACT  
76491 
              ||||   |||    ||| |   |       | | | | |   ||||| ||  || ||  | 
Sbjct  76415  TCACT--TTTTATGAACTCTCTCTTCCTTACGTTATGTTTGGTTATTCTCTTGATAAGTT  
76472 
 
Query  76492  T------TCTT---CAAACTAGGAAGACTTGTCAATGAAGCGGGAACCACACCAGTTAAC  
76542 
              |      ||||   ||||||    ||  | | || ||    ||| |         || |  
Sbjct  76473  TATGGAATCTTAATCAAACTCACTAGGATCGGCATTGTGTAGGGGAT--------TTGAA  
76524 
 
Query  76543  TGGTTATCCCTGAGCTGCAAGTCAGACAAAGCCGTGCATTGCGATAAATCCGGA-ATGGA  
76601 
              | ||| | | |||| |  ||       ||     |   |||| | ||| |  || ||    
Sbjct  76525  TAGTT-TGCATGAGGTTTAA-------AATTTTTTTTTTTGC-AGAAAGCAAGATATTTT  
76575 
 
Query  76602  -ACCGGTGAACTGGTTCTTA----TTGAGCCAGGACTGGTTTAATGCAGACAT---GTTG  
76653 
               |  | || |  |||  | |    ||||| |    ||   | || | ||| |    |||  
Sbjct  76576  TATAGTTGGA--GGTCATGAGACGTTGAGACTAATCTCCATGAAAGTAGAGAATCAGTTA  
76633 
 
Query  76654  G-AGAGGACGAGGAGGGTA----CCGGACAAGCCGGCGGC-CTGGTTGTTGAGCCAGAGC  
76707 
                ||   ||||| |   |     ||  |||||   ||  | ||  ||||  |   | |   
Sbjct  76634  ATAGTTAACGAGCAACTTTTTTGCCCTACAAGT--GCTACTCTATTTGTAAA---AAAAA  
76688 
 
Query  76708  GTTTCGAGATTGTTGG-CGGCGGAGAAAGAGGAGGGTAA-ATTGCCGGTGAGGTTGTTGT  
76765 
                |   |  ||  ||| |   |||  || |  |   ||| | || | | |  ||  |||| 
Sbjct  76689  TATGAAATCTTCATGGTCATGGGACTAACATCACAATAACAATGACAGAGTTGTATTTGT  
76748 
507 
 
 
Query  76766  AAGAGAGGCGAAGGTGTTGAAGGGAAGGGAATTTGTCGAAAATGTCCGGCAAGGGACC-G  
76824 
              ||||         |||| | |    | || |||     | | ||        |||||  | 
Sbjct  76749  AAGAAGATATTTCGTGTGGTATT--ATGGTATT-----ACAGTG--------GGGACTTG  
76793 
 
Query  76825  GTGAGGGATACGGTGGCGAGGTCGAGGTCGATTAGGTT----AGAGGAGGAAGTGAGGTC  
76880 
              || ||| |||   |    |  |  | ||  | |  | |    | | ||  || ||| |   
Sbjct  76794  GTTAGGAATAATATCATAATATGAAAGTGAAATGTGCTGAACAAATGAACAA-TGAAGCA  
76852 
 
Query  76881  GGTGGGGA-AGGACCAG---GGTTGG-AGA-GC---AGGGTTGGAGCCGAG-GCTG-AGG  
76929 
               ||| |   | |||||    |||||| | | ||   |   ||  | | | | |||| |   
Sbjct  76853  TGTGTGACGACGACCACCCAGGTTGGCATATGCTAAAATATTTCA-CTGTGTGCTGCATT  
76911 
 
Query  76930  GTTTGGAGGGAGGTTAGGGAGGCGAAGGCGGTGGG----GGACACGGAGGAGAAGTTGTT  
76985 
              |     | |||   |||| |     |  |  |       | ||| | |  | || |   | 
Sbjct  76912  GCACTAATGGAAAATAGGTACTGCTACCCCTTCAACATTGCACAGGAAAAATAATTAAAT  
76971 
 
Query  76986  GCGGTTGAAGTAGA-CGGTTTGGAGGA--AAGAAAGGTTGGAGAG--------AGAAGGG  
77034 
                  | | |  ||| ||| |   |  |  || ||  | |||  ||        |||     
Sbjct  76972  TAATTGGCAAAAGATCGGATATAATAATTAACAAGAGATGGCTAGCACTAATTAGACCAC  
77031 
 
Query  77035  AGGGTGCCGGTGAGGGAATTGTCTTGGAGGGAGAGAGTGCGGAGTTGAGAGAGGGAATTG  
77094 
              | |||  | || | |   || ||||||    | ||  | |  | |||  | ||  | |   
Sbjct  77032  ATGGTTTCAGTTATGT--TTCTCTTGGC---AAAGCCTTCACA-TTGCAA-AGTTAGTAA  
77084 
 
Query  77095  AGATCCGAGGGGAGTGTTCCGGTGAGGGACTGCGAAGC--GAGG-CT-TATGCTGGTCAC  
77150 
              | | || | |  | ||| ||  ||    |||   ||    |||| || ||   | || |  
Sbjct  77085  ATAGCC-ATGTCA-TGTGCCAATGTCAAACTTAAAAAACTGAGGGCTGTAGATTTGTGAA  
77142 
 
Query  77151  GTGGCTGGATGAA-TCGCATTGGATACCCTTCCATTGGCAGAATGGGGTTGTTTCAGACC  
77209 
              |   || ||  || | || || || | |  |  ||||     ||  | |||||   || | 
Sbjct  77143  G---CTTGACAAAATGGCCTTTGAAAGCAAT--ATTG-----ATATGTTTGTT---GAAC  
77189 
 
Query  77210  AGCCCGAGGGCGGTGGAGTGAGGGATTTGAGAAA--ATTCGAC---ATCACCGCGGCGTC  
77264 
              |                   |  ||| ||   ||  || | |    ||  ||     ||  
Sbjct  77190  A-------------------ATAGATATGTCCAAGCATGCTATGCTATAGCCTATAGGTA  
77230 
 
Query  77265  ATCGGCGGTTACTAGGGGGATCGTGAGGAGAAGGA----AGAGAGAAAGTAGGGTTTTGG  
77320 
508 
 
              || |  ||  |||       ||   |  | ||  |    || ||| |  || | |||    
Sbjct  77231  ATGGTAGGCCACT-------TCCA-ACAACAACTATCCAAGTGAGCATTTATGCTTT---  
77279 
 
Query  77321  GGAGAGACATTAGGGTTGGGAGAAGTGTTTGTGTGAGAGAGAGAGAGAGAGAGGTGTTGA  
77380 
              || |   |  |||||     | |     |  | |     ||||        |  ||| |  
Sbjct  77280  GGTGCCCC--TAGGGGATCCACACTCCATACTCTACTCAAGAGC-------ACTTGTGGG  
77330 
 
Query  77381  ACTTGGGTTGGTGGGAAGTGTTA-TGGAGAAGAGAGGGAAGAAGGTTTGTAGAAGACAGT  
77439 
               ||    ||  |   | |||||| |  |||| ||||     ||  |||     |  ||   
Sbjct  77331  CCTCATATT--TTATA-GTGTTAGTATAGAA-AGAGTACCCAA--TTT-----ACCCACC  
77379 
 
Query  77440  AGTAGCAAAGCTGTAGTAAAAGAACGGAACACGAAGAGATGGATGAGGCAGTGTTTTTTG  
77499 
                   ||   | ||  |     |||  ||||  |||||| ||   ||| | |   || |  
Sbjct  77380  CTCCCCATCTCAGTCTTTTTC-AAC--AACAAAAAGAGAGGGGAAAGGAAATAAATTATT  
77436 
 
Query  77500  TTTTTGCTGAGAAGACGCTGTCGTGTCATACTT-TGAAATCTACTTTAACCTATAAAAAA  
77558 
              |||   ||    |  |  | |  ||||||  || |  ||| ||  | ||  | |  |    
Sbjct  77437  TTTCAACTCTTTACTCTTTTTT-TGTCATTTTTGTTTAAT-TAGATGAAGATTTTTATTT  
77494 
 
Query  77559  TCAAATAATTACATGGGCTAAACACAAAACAGCCTGCGTG--CTAGCCAAGT---TTTGG  
77613 
              |   ||  |||  | ||  ||    |  ||| | ||| |   ||||  |  |   ||||  
Sbjct  77495  TATCATTTTTA--TTGGAAAATTTGATCACATC-TGCATTAACTAGTTAGTTCCCTTTGC  
77551 
 
Query  77614  TTA-CTGACTTTATTAGATTGGTTTACA----------GTGG-CGTATGATAAAATAAAA  
77661 
               || |||| ||||     ||  ||||||          |||  | | ||| | |  |  | 
Sbjct  77552  CTATCTGAATTTAGATTTTTATTTTACAATATAAGCCAGTGTTCCTCTGACAGATAATGA  
77611 
 
Query  77662  ACTCAAATATATTTTTTTCTACAATTTTGTTTTTTTATTTTGTTTTTAAAAAAAATATAA  
77721 
                |||   |   | ||||||||| | | | |||||    ||||| |||   | |  |  | 
Sbjct  77612  GGTCAGCAAC--TATTTTCTACACTGTAGCTTTTTC---TTGTTATTATCCACAGCAGCA  
77666 
 
Query  77722  AATATAATTATTTTATTCTTCATTCATAAGACAGGA---TAAATAATAATTTAAACAATA  
77778 
              | | |  | | | | |||  ||  || |  | |||    |  || |   |||    |||  
Sbjct  77667  AGTGTT-TCACTGT-TTCGGCAGGCAAAGCAAAGGGGGGTCTATCAGGCTTTTGG-AATG  
77723 
 
Query  77779  AAAAAATTA-----CAAAGATAAAA-ATAAAAAATACTGAT-TTAAAGAA---AT--CAA  
77826 
              |||   ||      | ||||| | | | |||| ||  |||| || ||| |   ||  ||| 
Sbjct  77724  AAAGCTTTTTGGGCCTAAGATGACAGACAAAATATGATGATATTTAAGGAGGGATGGCAA  
77783 
509 
 
 
Query  77827  -AAACATATTTAAACCTAAAAAATAATTTATAATGTTGTACTA------CTGGATACAAA  
77879 
               |||   ||||||   |     |||||  ||||  ||  | ||      ||  | || || 
Sbjct  77784  CAAAGCGATTTAAGAATTGGGTATAATGCATAAAATTCAATTAACAAATCTTAAAACTAA  
77843 
 
Query  77880  TTTTC--AAGAAATTAATATTATATTTTTTACCA--ATATGTTAATTTATTAATTTTTGT  
77935 
                  |  | ||| | ||| |||| |||||||  |  |||||| |||||  |||| ||  | 
Sbjct  77844  GAGACTTAGGAACTAAATTTTAT-TTTTTTAGTATAATATGT-AATTT--TAATGTTATT  
77899 
 
Query  77936  TTAAAATATTAATGGAAGG-AATT--GAATCCATTACCTTTTCCTCCACTTTTTCCCCTT  
77992 
               | || ||||  |  |    ||||  ||||   ||  || ||   | |  |  || || | 
Sbjct  77900  ATTAATTATTGCTATAGTTTAATTTAGAATTATTTTTCTGTTAAACAA--TAGTCACCAT  
77957 
 
Query  77993  CACTCATTCCTTTTTTTTAAT-TGACTATATATG--ATA-ATGCAAGGTTGATTGTTT--  
78046 
                   ||||       ||||| | | |||||| |  ||| ||| |   || ||    |   
Sbjct  77958  ATGAAATTC-------TTAATGTTATTATATAAGCAATATATGTA---TTTATAAAATAA  
78007 
 
Query  78047  TCACTGTTTTTTATTT--TTAAAAATAAAAATAA---TATTAAAAATTTATAAT-ACATA  
78100 
              |||    |||||||||  || || ||   ||| |   |||||  | ||| || | ||||  
Sbjct  78008  TCAAGTATTTTTATTTAATTGAATATGTCAATTAGTGTATTATGATTTTCTACTTACATT  
78067 
 
Query  78101  CAAATTTTGTTTAAACAACTAAATTAGATTAAAATGTTGGTTGTTAACTGATGAA----A  
78156 
                | ||||||  |||  ||| ||||  |  |||||  ||    |||| |   |||    | 
Sbjct  78068  --ACTTTTGT--AAA--ACTTAATTCTA--AAAATAATG----TTAAGTTGAGAAGCCCA  
78115 
 
Query  78157  ATTTGATTTAATAATAACATATTTCCTTTTTTTA---ATATA--TTTAACA-GCTTT---  
78207 
              ||||||   || |||  ||     ||||| ||     ||| |  | ||| | || |     
Sbjct  78116  ATTTGA---AAAAATT-CA-----CCTTTATTGGGCCATAAACCTCTAAAAAGCCTAGAG  
78166 
 
Query  78208  CTTAAG--TTGGTATATTAATATGAATTATTTTTTAAAAAAAGTGAACTTTTAATGCAAG  
78265 
              | |||   || ||  |||  | || ||      | ||| ||  |||| ||| ||       
Sbjct  78167  CCTAAACCTTTGTG-ATTTTTCTGCATC-----TGAAACAATTTGAAATTTCAA------  
78214 
 
Query  78266  AAAGAGTCTCCCCTTT--GTAGTGATAAAA--AAAAA---AACTGATTGGGTGAAAAATA  
78318 
              ||    |||   ||||  |  || || |||  | |||   |||  |||   |  | || | 
Sbjct  78215  AATTTCTCTTTTCTTTACGAGGTCATCAAAGCACAAAGCTAACAAATTCCCT--AGAAGA  
78272 
 
Query  78319  GGTGAGCTATGGACAAAAAAGAAAATTGAT----CTTTTGATACAAGAAAGAGTCTTTCT  
78374 
510 
 
              || | || ||    ||||    ||  || |    || ||  | |       | | || || 
Sbjct  78273  GG-GTGC-AT----AAAACTCCAACCTGTTTCCTCTGTTTTTTCCCTTGCAATTATTACT  
78326 
 
Query  78375  TTGGTTTTTCGCTGGATAT--AAT-ATTTATGT------GTGC-------TGCCAAA---  
78415 
               |  ||| | | | || ||  ||| ||| | ||      |||        | ||| |    
Sbjct  78327  CTTTTTTATTGGTAGAAATTGAATTATTGAAGTATAAATGTGAAATAAAGTCCCACATCC  
78386 
 
Query  78416  -ATATATATATATATATATA------TATATGTATATATGTATATATGT----GTGTCGT  
78464 
               ||| | ||| | | || ||      |||| ||| | ||   || || |    || |    
Sbjct  78387  AATAAAAATAAAAAAATTTAACATCATATAAGTAAAAATAACTAAATCTTAAAGTTTTTA  
78446 
 
Query  78465  ACATGTT----TATTTCAATGTGAAAAATATGTTACG-AAATGAAATTTTTATTTTTTTA  
78519 
              |  || |    | ||||| ||| ||| |||    ||  ||||  || | |||   | |   
Sbjct  78447  AATTGCTATTCTCTTTCA-TGT-AAAGATAAAACACATAAATCTAACTCTTAAAGTCTC-  
78503 
 
Query  78520  AATTAATTATAAATTATTTATTTCAAACAATATTTAAAAATAATATA---TCTA--TTT-  
78573 
                || ||||  | || || || |   |  ||||  |   || || ||   ||||  |||  
Sbjct  78504  --TTGATTACTATTT-TTCATCTTTCATGATATA-AGTGATGATTTAGCCTCTAGATTTC  
78559 
 
Query  78574  -TGGTAAATGAAAAA---TAAA---ATGTGAATTTGTTTATTAAGATTAACAT-ATT---  
78622 
               |||| | |  | ||   |||    || | || |||| ||  |||  ||| |  |||    
Sbjct  78560  ATGGTGATTATAGAAGTGTAAGTTTATTTTAACTTGTCTAAGAAGGCTAAAAAGATTTTG  
78619 
 
Query  78623  --ACTTGTTGAAAAAATAAAATATATTAACATTTGTAATTTGTTTGAAAAAATTTATCAA  
78680 
                |||| || | ||||   ||     | |||   |||| | ||||  | |||||| | || 
Sbjct  78620  TAACTTCTTTATAAAACTCAAG----TCACACGAGTAAATCGTTT--ACAAATTTGT-AA  
78672 
 
Query  78681  ACACTTACCCCCTA--TTTGAT--TTG-TTAAAAATATGATATTAGACAAGATAAAAAAT  
78735 
               | ||| |    ||  ||||||  ||  ||    || | ||| ||  | | ||||    | 
Sbjct  78673  CCTCTTTCATA-TAGTTTTGATACTTACTTGGTGATGTTATAATACCCTA-ATAAGCTCT  
78730 
 
Query  78736  AAGATAG----GATAAAGATAAATGACAAAATGTTTTTTATCTTATATATTATTCAACAA  
78791 
              |   |      | |  | |||||  | ||| |||| || |    | || | ||||  ||  
Sbjct  78731  ACTTTCTTCCTGTTGTA-ATAAA--AAAAATTGTTATTCA----AAAT-TGATTC--CAG  
78780 
 
Query  78792  ATAATGAACAATACAAATAAAATA-ATAAAAAAATT-ATTAAAATACCTAATATTA-ATT  
78848 
               | | ||| || |  ||| |  || || | ||| || |||||| || |   | ||  ||| 
Sbjct  78781  GTTAAGAAAAAAA--AATCATTTACATGATAAATTTCATTAAACTAACGTCTCTTGCATT  
78838 
511 
 
 
Query  78849  ATGTTAATA---TGATTTACAT-----------CAAATT-AAATCT-GTTTACC---AAA  
78889 
                || || |   |||||| | |           ||| || |||| | ||  |||   ||| 
Sbjct  78839  TAGTAAAAAAATTGATTTTCTTATATAGAGTTCCAAGTTCAAATGTTGTGAACCGAAAAA  
78898 
 
Query  78890  ATAAA-ACGAGAGAAATTAGAATTAAAAATTTGATGTTTCCTTTTTAA--AAGAATTACA  
78946 
              ||||| | | || || ||    |   |  ||  ||||||| |  ||    |||| ||| | 
Sbjct  78899  ATAAACATGGGAAAACTT----TCTCACCTTAAATGTTTCGTGCTTGGGTAAGA-TTA-A  
78952 
 
Query  78947  TTGTTAAGTTAA-TA-TTTTTGGTTATTAAAGAAATATCAATATTGATATATATATACTA  
79004 
              |||  |  |||| || |||||| | |||   ||||  | |||  | | | | || ||  | 
Sbjct  78953  TTGA-ATCTTAAGTAGTTTTTGCTAATT---GAAAGTTAAATCCTTAAAAAAAT-TATGA  
79007 
 
Query  79005  TTTTAATATTTTA---TATTTGAAACAAA---AAGTTATC-CGTGATTTTTTGAATAATA  
79057 
               ||||| |||| |   ||||  || | ||   ||  || | || |||    ||| | |   
Sbjct  79008  GTTTAAGATTTGAAACTATTATAATCCAACCAAACCTAGCACGAGATGAGATGAGTTAGT  
79067 
 
Query  79058  AAAAAAAAATTTA--CCATATCCTAATATGTTCCATATGTATTATAGTTTTTTGCGAATC  
79115 
              |    | | | |   || ||   | ||||    | ||     |  |||||  |  |  |  
Sbjct  79068  ACTTGACATTCTTGTCCGTAAAATGATATTGAACGTAAACGGTCAAGTTTCATATGCCTA  
79127 
 
Query  79116  AAACAAAACTCTTAAAGTTTGTTTGGTGGTAAGAAATGGACCAGATGAGAATCATGC-AT  
79174 
              |||  ||  |   ||| ||||| |     ||    ||   | | ||     |||| | || 
Sbjct  79128  AAATGAATAT---AAATTTTGTAT-----TACATCAT---CTATAT-----TCATTCTAT  
79171 
 
Query  79175  TGATAGAATATGATAATTATCATATTTTGATATAATTTATTATTTATTGTGGCCATAGGA  
79234 
              || | |  || | |  |  ||||||   ||||| ||| |  |    |||    | |||   
Sbjct  79172  TGTT-GCTTACGCTCCTGGTCATAT---GATATGATTCAA-ACAACTTG----CTTAG--  
79220 
 
Query  79235  TAGTGCTTATCC-TAGCTATCA--TGTTAAGCTTTATATTAGTACTTCAACAAAAGAA--  
79289 
                 ||||| ||| |||  ||    ||| | || ||| |||  | ||| |  ||| | |   
Sbjct  79221  ---TGCTTCTCCATAGGGATTGAGTGTCATGCGTTAGATT--TCCTTAACTAAATGCATC  
79275 
 
Query  79290  ATGTTAAGCTTTATATTAATTTTTATTTTATTTTTGGTTATAATTTTCATAAAAAGTTTT  
79349 
              || | || |   |  | |||  | ||| |||         ||  ||||| | ||   ||  
Sbjct  79276  ATTTGAATCC--AGCTGAATGATGATTCTATGAAAACCACTA--TTTCAAACAATAATTA  
79331 
 
Query  79350  GTT-GTTCCTTCTTTTTAAGATT-----TTTCATTTTAATGTGTTG---TAAATTTTGAT  
79400 
512 
 
              |   |  ||   |     | | |     |||||| ||  ||| |||   ||||     || 
Sbjct  79332  GAGAGAACCAAATGGCAGATACTCCACATTTCATGTTTTTGTCTTGACATAAA-----AT  
79386 
 
Query  79401  ATATGGTTTAAGATACTCATT--CACTTAAATAAATATTATTTTGCTATTTATCTCTTAA  
79458 
              | |||   ||| |   |||||  | | |||||   ||||||||    ||| ||    ||  
Sbjct  79387  A-ATGCCATAACAACATCATTTTCGCATAAATT--TATTATTT----ATTAATAGTATAC  
79439 
 
Query  79459  AATATTTTCTCTTTCTTATAATGTTAGTACGTATTTTTCTATTGCTAACTTCTATAAATC  
79518 
              ||   | | | |    |   |  || |   |||       ||||  | | |   | ||   
Sbjct  79440  AAAGATGTATGTGAGGTCACACCTTCGGCAGTAGAGA---ATTGAGATCGTAATTTAAAG  
79496 
 
Query  79519  ATTTTTTGAA-----TTAATTCTCCATAGATTGATATACAACTTCAATTCTTTTTTATTT  
79573 
              |||| | |||     ||||  | ||    |     |  | ||  |||  ||||   | || 
Sbjct  79497  ATTTGTCGAACACGTTTAACACACCTACCACCCGCAACCCAC--CAA--CTTTGG-ACTT  
79551 
 
Query  79574  ATTTTTTAAAA--ATTGAAAA--TGAATTGATTTTC-----AAATAT------TCATTTT  
79618 
               |||  |||    ||||| ||  ||  ||  ||||      ||||||      | | ||| 
Sbjct  79552  GTTTAGTAATGGGATTGATAACCTGCTTTATTTTTGTTGGAAAATATCAAGAATAAATTT  
79611 
 
Query  79619  T----TTTATAGAAATCGGGAATATGTATATGACCTCACTTTTTATTTATTATAGACTTA  
79674 
                   ||||||  | |    || ||| ||  ||    |    | |  ||  | ||| | | 
Sbjct  79612  CCCACTTTATATCATT----AAGATGAAT--GATAAGAAAAATAAACTA--AGAGAATAA  
79663 
 
Query  79675  TCGTC-AATTTTTTTACACAATTGTTTTTTATCTCATCACCTGATTTCACTT--TTATTT  
79731 
                |   ||   |  |||  ||     ||| || | |       |  ||||    | |  | 
Sbjct  79664  GAGAAGAAGAATAATACCAAAAAAAATTTAATGTGAAAGGAAAAAATCACGAAATCAAGT  
79723 
 
Query  79732  CATTTATGCTTCCTTCATTTTCTATTGAGATTT--ATTATTTT----TCAC---ATCTTT  
79782 
              ||   |   |  ||||| | |  | |  ||||   || |||||    ||||   || |   
Sbjct  79724  CAAAAAAAATATCTTCACTATGAAATAGGATTACAATGATTTTAATCTCACTCAATATGA  
79783 
 
Query  79783  TTTTTTCAA---TTTC-CATATATTCCCCCC-TATATATGTATTGTCTCATGCTCCACTT  
79837 
              |  ||| ||   |||| || | | || ||   |||| ||| | | |  |   ||    || 
Sbjct  79784  TGATTTAAAATATTTCTCAAACACTCACCAAGTATA-ATGAAATATAACTCTCTTTTATT  
79842 
 
Query  79838  GT------TTCCTCCTAGCCTTTGATAACTTAGTGGATAT-ATTGGATTAAGATTTTAAA  
79890 
              |       || |    |  || | |    | |  | || | | | | ||  | |   | | 
Sbjct  79843  GAAGAGAATTACAAAAACTCTCTCACTCTTAAAAGCATCTCACTTGTTT--GCT---ACA  
79897 
513 
 
 
Query  79891  AGATTTTAAAATATTT--TTTATATAAAAAAGTCTTATGGTATTCAATTAAAACATTTAA  
79948 
              |    | | ||  |||  ||||||||   |||   |||  | ||||    |||    ||| 
Sbjct  79898  ACTCATCACAAGTTTTCATTTATATAGTTAAGGGGTATAAT-TTCACCCGAAAG---TAA  
79953 
 
Query  79949  GATTTTTTAAGAAAAATAATAAAATTTTGTGATATTCAATTATAATTTTTTA   80000 
               |      || | ||||||   ||||||   || |||||  ||  ||    |  
Sbjct  79954  TA------AATAGAAATAAATTAATTTTCATATTTTCAAGAATCCTTAAAAAT  80000 
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Query  80001    TAACT-------TATAAAA--AA-GTCTTTTAATATTTAAAAATATAC-----AAATT  
80043 
                || ||       |||||||  || ||  | | | | ||||| ||  ||     |||   
Sbjct  80001  GTTATCTCGATCTTTATAAAATGAATGTGATATCAGAGTTAAAGATGAACTTTCAAAACC  
80060 
 
Query  80044  TTGA--TGCATTATTTTTTAAGAATGATTTGGATG-AATTTCATCTA-ATTTTTT-AATA  
80098 
              ||||  | | | || |||||    ||||  | ||  ||| | ||| | |||| || |||  
Sbjct  80061  TTGAAATTCCT-ATCTTTTATTTTTGAT--GCATTTAATGTTATCAAGATTTATTGAATG  
80117 
 
Query  80099  TAAAACATCA--ATTAAACAACCCCACGCAAACAATTA-AG-ATTTTGTTAGATTTTTCT  
80154 
              | | || |||  |||| | |         ||  | ||  || | |||  |   || | || 
Sbjct  80118  TGATACTTCATAATTATATAG--------AAGGATTTCCAGTAGTTTTATCCTTTCTACT  
80169 
 
Query  80155  CTTTTTTTCTATTGA---TT----ACCA--CACTTT------TTTTTTCTTTTATCACAC  
80199 
               | || || ||||||   ||    || |  ||   |      ||||| ||||  |      
Sbjct  80170  GTATTATT-TATTGAGGATTGGGGACTAAGCAAGATAGGACCTTTTTACTTTGTTGG---  
80225 
 
Query  80200  ATATCTTCTTATCTATTTAATGTTCTTCAAGATGCAAGCACCATATATATTTCTCTTATT  
80259 
               | | ||  |||| |  |  ||||| |    ||     |||| || | |||   |||||| 
Sbjct  80226  -TCTATTAATATCCAAGT--TGTTCATGCTTATTTTCACACC-TA-ACATTAG-CTTATT  
80279 
516 
 
 
Query  80260  CT---TTTGAAATAAAAAAT---GTCAAATAT-ATGTCTCCCCTCT-ACACTTTTTCCTT  
80311 
              |    ||   ||||||| ||   |  |||||| |||   |   | | | | || ||  || 
Sbjct  80280  CAAGATTCTTAATAAAATATTAGGGAAAATATCATGAAACTTTTATCAAAATTGTTTATT  
80339 
 
Query  80312  TGTTTTTTAAATTAAATTAATGTTTATCTTAT--GTGTCAAG--ACT-AATCATGTTTTT  
80366 
              |||  || |  ||     ||     |||| |   ||| |  |  ||| |||||  | ||| 
Sbjct  80340  TGTCGTTGACGTTTTTGGAAAC---ATCTCAATAGTGACTTGTTACTCAATCAA-TCTTT  
80395 
 
Query  80367  TCTTATGATGAGTTTTAT---TGATTATGTTTATAACT-TGCTCAATATA-ATATTTTCA  
80421 
               ||    |  | | | ||   || || |  ||||  || |  ||||   | ||| ||| | 
Sbjct  80396  ACT----AGCACTCTCATACTTGGTTTTCGTTATTCCTGTTTTCAAACCACATACTTTGA  
80451 
 
Query  80422  TAAATGTTACTCTTAATTTCATTATCCACATGACTTAATAACTCTTGTA--CCAATTTCA  
80479 
                ||||  ||| | |||   |   | |  || |    | || |   |||  | |  | || 
Sbjct  80452  CTAATGG-ACTATGAATG--AGGCTGCGTATAAAAATACAATTGGCGTATTCGAGATGCA  
80508 
 
Query  80480  CACTCT--TATTA--CTCTT----TTTT--AGTATA-TATTTATTATTGCATTCCATAAC  
80528 
               | | |  ||||   |||||    ||||  ||   | |||| |  | | ||  | |   | 
Sbjct  80509  AATTGTGTTATTGGCCTCTTGTCCTTTTCCAGATCAGTATTGAGAAGTTCAGGCAAGG-C  
80567 
 
Query  80529  ATGTCATTATATTT-ATTATGAAATA---ATTAGACTAATTAAAAAA-ATC-----AGAA  
80578 
               ||| |||  || | | | ||| | |   || | | | | || |||  |||     || | 
Sbjct  80568  TTGT-ATTGAATCTGACTCTGACAGATACATAAAATTCACTATAAAGGATCCGTTCAGCA  
80626 
 
Query  80579  AATCAATG-TATAATTTTAAATCTATTGTTCAAATTCAAAAGTGAGAATGAGAAGATATT  
80637 
              || ||  | |||||||  ||    | ||  ||| | ||| | | |  ||  ||||||    
Sbjct  80627  AA-CACCGCTATAATT--AATGGCAATG--CAA-TGCAAGACTAAACATC-GAAGATG--  
80677 
 
Query  80638  ATTGCATGAAAGGTTAATATAGGAGAAT-ATAAAGTTAGAATCAATATGCTATTGAAAGA  
80696 
              | ||    ||   | || ||||  ||   | ||||  || | | || | ||| |||| || 
Sbjct  80678  AGTGACACAA---TAAAAATAGTTGACCCAAAAAG--AGCACCTATGTTCTAGTGAA-GA  
80731 
 
Query  80697  TTAAAAAAATTGTTTTGATTTTACTTTTTTTATCCAAATC--TCAT----TATTTTTTGT  
80750 
               ||  |   || | ||| |   ||| |||  | | | | |  |||     ||  ||  |  
Sbjct  80732  ATACGACTTTT-TCTTGTTGCCACTCTTT--ACCAACAGCATTCAAGACGTACGTTAGGA  
80788 
 
Query  80751  TATTTTCTTC--ATTAATTATTGT--AA-TTTTGAATGTGATTTT-------AAAAATTC  
80798 
517 
 
              ||||    ||  ||   | | ||   || ||||| |  | |||||       |||||  | 
Sbjct  80789  TATTCAAATCCAATGCGTCACTGAGGAACTTTTGCAC-TCATTTTTTCACGCAAAAA--C  
80845 
 
Query  80799  ATATAAT--TCTTTTAAA---TCTT--ATAAATTTTTTTAAAAAAATTTAAGTCTTT---  
80848 
              | | |||  ||    | |   ||||  | |||||  | | ||| ||   ||  || |    
Sbjct  80846  AGAGAATCATCCAGCACAGAGTCTTGCAAAAATTGATGTGAAACAAG--AATGCTCTGAG  
80903 
 
Query  80849  --TAAATTCTTATCATATAAATTTATTAAAATTAAAACTATTATAAAAATCTTGTAAAAA  
80906 
                ||||||   |||| ||     |  ||||||| | ||   ||||  |   | |  ||   
Sbjct  80904  CCTAAATTGG-ATCA-ATGTGCATGCTAAAATTTAGACCCATATAGTA---TGGGGAAGT  
80958 
 
Query  80907  ATATAA---TAAGTCATAATA--CTTCTACAT--CATTTTTAAAATTCATATAACCTTTT  
80959 
               | ||    | ||||    |   ||| | | |  | |||||  ||   | | | | | || 
Sbjct  80959  TTTTATCCCTTAGTCGCTTTTGTCTTTTTCCTTTCCTTTTTCTAAGCAACAAACCATATT  
81018 
 
Query  80960  ATATTAAAAT--------------AATC--TTTTAAAATTCTAATCCAA--TATATCCCT  
81001 
               | ||| |||              |||   |||||  ||| |||   ||  || |    | 
Sbjct  81019  GTTTTATAATTTGGGCGAGGTCTAAATTCGTTTTATCATTGTAACAAAAACTAAAGAAAT  
81078 
 
Query  81002  TTA-GCCTCC--TTTAATAG--TATTTTACTTCTCGGACGGTGT-TCAGCTTAAACATCC  
81055 
              | | ||   |  ||| ||||  |||||     ||   | | | | | || ||||  |    
Sbjct  81079  TAAAGCAAACGATTTCATAGGCTATTTGGGAGCT---ATGTTTTATGAGGTTAATAA---  
81132 
 
Query  81056  TCAACATTGCTGACAAAACCTTG---TCAAAAATTGTAAGACGAGTAGTATCCTAACTAG  
81112 
               ||| || |  ||  |   ||||   | || |||     ||  | |  | |  | ||||  
Sbjct  81133  -CAAAATAG--GA--ATCTCTTGATTTTAAGAAT-----GAACAATTTTTTTTTCACTA-  
81181 
 
Query  81113  CTGTAATAAATTTGGATCA----AATTGCAAAA----TTATGTCGTACAATC--AAGGA-  
81161 
               || ||  | |   || ||    ||||| |       ||| |  |   |||   |||||  
Sbjct  81182  -TGAAAGGAGTCCTGAACATTATAATTGGATTGGGTGTTAAGGAGAGAAATAGAAAGGAG  
81240 
 
Query  81162  ----TTGA---GATGCTGGTATATATATAAGCTGGAA-GAAATTG-CTAATTCCCAGAAT  
81212 
                  || |   |||  ||||  | | | ||    ||| ||||||| | |||||   |  | 
Sbjct  81241  ACATTTCACTCGAT--TGGTTCAAAAAGAAATAAGAACGAAATTGACAAATTCTGTGGGT  
81298 
 
Query  81213  CAA----GGAATGAGTTGCTGC--TGTA-ATAATT---AATGCCAC-----ATAATCTGT  
81257 
                |    ||||    || || |  |||  || |||   ||||         ||  ||| | 
Sbjct  81299  TCATTTGGGAAATTCTT-CTCCATTGTTCATGATTGGAAATGATTTTGTGTATCTTCTTT  
81357 
518 
 
 
Query  81258  TATTATTCTAATT-CATTGTATATTATTGTACAGCTACGTACACAGAAATGTCTTGCTTG  
81316 
              | || |  ||||| | || || |  ||   | |  |   |  | |  ||| ||||  ||  
Sbjct  81358  TTTTTTCTTAATTTCTTTTTAAAAAATCAAATAATTTTTTTAAAAATAATTTCTTTATTA  
81417 
 
Query  81317  ACCGCACGACCG--AGTTCAGCCTCAAGTTGCCTTTAGTTTGACACCAGCTCAATGAAAG  
81374 
              |    |  ||    | || |   | ||  | |  | | ||  | |   | | |||  |   
Sbjct  81418  A----AATACTTTTACTTTATGATAAA--TACTATGAATTAAAAA---GATAAATATATT  
81468 
 
Query  81375  CAGTTTTGTGCTTCCTTCA-TTACAAGGATTAATGCGATGTT-GAGCTTTCCACCTAGCT  
81432 
              |  || | | |||  |||  || ||||||||   | ||||   ||   ||  || ||    
Sbjct  81469  CTCTTATTTTCTTATTTCTCTTCCAAGGATTGTCGAGATGGGAGAAGATTA-ACGTAA--  
81525 
 
Query  81433  AGCAAATTCTCTCATTTTCT-----CCTC-------TTGTTTCCAC---TAAA--GCTTC  
81475 
              || || || | |  |||| |     |  |       | || |  |    ||||  ||    
Sbjct  81526  AG-AATTTTTATTTTTTTATTAAAACAGCGAAAATATAGTGTATATATATAAAAGGCACA  
81584 
 
Query  81476  CATGT---CCTTCGATCAATTTCTGATTTGATTTAGAAATAACTGATCACTACAGAACCC  
81532 
               |||    ||  | ||||||| |  | | |||  | || |       ||  | |||     
Sbjct  81585  AATGGGTGCCCCCAATCAATTACAAAGTGGAT--AAAAGTC------CAACAAAGATAGT  
81636 
 
Query  81533  AAATCTGCCGGTGGATTATATATCCTTCTTTCACTCAGC-TAGTATTAAGAAA----AAA  
81587 
              | | || | | |  |  ||||   |       | | |   |||| ||||  ||    ||| 
Sbjct  81637  ATACCT-CGGTTACACCATATTAACAAAGGAGAGTAAATATAGT-TTAACCAAGGCCAAA  
81694 
 
Query  81588  CTACCCTCAATCAAGTAGGGAAACTTTCTGAAAAAATTGCTTGACATAGAGAATG-GATA  
81646 
                | | ||| ||   |||  | |||  | | ||| || | || || |  |||||  |||  
Sbjct  81695  --AACATCACTCC--TAGCCACACTC-CAGTAAATATAGTTTAACGTGAAGAATTTGATT  
81749 
 
Query  81647  CTTTTTGAAAAGATTGCTGACAATCCTACAGACATGTCCACCTTTAACTCTTCTTGAAGA  
81706 
              |   |||  | ||  |||  ||  |||  ||  |  ||  | | || |||      || | 
Sbjct  81750  CAACTTGTGA-GA--GCTT-CACCCCTTAAGTTAATTCACCATATAGCTC------AA-A  
81798 
 
Query  81707  TCAAAAGAGT--GAAAACTTCA--AGC-TAATATCA-----TTAAACAAACCCTACACGG  
81756 
              ||  |  |||  || ||||| |  | | | ||  |      ||||| | |   | ||    
Sbjct  81799  TCGGATTAGTTGGAGAACTTAATTACCCTGATTGCCCTTTCTTAAAAATAT--TGCA---  
81853 
 
Query  81757  GAGGGAACCCATAAAGTAGCTCAACAGTTAATGTAT-GAAATGTAACATGCAAAAAAAAA  
81815 
519 
 
              || | | |  ||||  || | |||       ||| | ||  |||  |   | |||  | | 
Sbjct  81854  GAAGCACCAAATAA--TACCACAA-------TGTGTCGATGTGTTTC---CGAAACTAGA  
81901 
 
Query  81816  TAAAATTGAGTTGATTATTGTTGAATTAGTCTGGGACTTTAAGTTAGGTTTTGTTTAGGT  
81875 
              | | |  ||  ||  ||     |||||  | |   | |||   | | || |||   |||  
Sbjct  81902  TGATA--GA--TGGGTAG----GAATTTTTTT---ATTTTCTTTGATGTATTGAAAAGGC  
81950 
 
Query  81876  ACGAAGAGATTTTAATTTTGTTCGACAACCAAGTAAATATGTATAGTGACTCAAGCACAA  
81935 
              |  |||| |    ||||||  |    ||  ||| ||| ||| | |      ||  | | | 
Sbjct  81951  AGAAAGAAACACAAATTTTAGTATTTAATAAAGCAAA-ATGCACA------CATCCCCCA  
82003 
 
Query  81936  ATTTAAAAAAAAAAAAAAAAAGATAAGCCAA---GAGATCATGAGATTA-AGAAACTAGC  
81991 
              |     | |||| ||     |   || ||||   |   ||||   || | |||||| | | 
Sbjct  82004  A-----ACAAAACAAGCCTTATTCAACCCAAATTGGTTTCAT---ATCACAGAAACCAAC  
82055 
 
Query  81992  TAGGTTAC----TTAGTACTTAC----CCTATAAAA---ATCAAAAGTATAACTGAAA--  
82038 
               ||| | |    ||  | |||||    || |   |    | |||||||   || ||||   
Sbjct  82056  -AGGATGCCGCCTTCCTCCTTACTGGTCCCACCCACTCGAACAAAAGTTCTACAGAAATA  
82114 
 
Query  82039  -AATTGGACTACTGGAATGACAAGCTCCTCCTTCCGCAATTGACTACATTGGGTGATTTC  
82097 
               || ||| ||||   |||       || || | || ||| |  ||  |  |  | |   | 
Sbjct  82115  AAAATGG-CTAC---AAT-------TCTTC-TACCACAAAT--CTGAAAAGTCTAACACC  
82160 
 
Query  82098  TCAAAAAAAAAAAAAAAAAACTACATTTGCTGATGATTCTTTGCCCAACGATTTAAAAAA  
82157 
                |||  |||||||  |||| || |    |  ||         || |  |||  ||   | 
Sbjct  82161  AAAAATCAAAAAAAGGAAAATTAAACAATCAAAT---------CCGATTGATAAAACCGA  
82211 
 
Query  82158  TTTAATTTGTACCGCTAAGTGTCTCACTAGAGCTTTTAAGATGATTATA--AAT-ACATA  
82214 
              |||   ||||    ||   |  ||||||    ||||| || |||| ||   ||| || || 
Sbjct  82212  TTT---TTGT----CTT--TCCCTCACTCA--CTTTTCAGTTGATCATCTCAATCACTTA  
82260 
 
Query  82215  TTTGTGGTTTTG-GAATTATTGTCATCAAGAATC--CATGCACATACTGTTGTATATTTT  
82271 
               |    ||  || | |   |||| ||  |   ||  || |||||  ||| |||| ||    
Sbjct  82261  GTACCTGTAGTGAGCAGGCTTGT-ATGGACCCTCAACAGGCACA--CTGATGTA-ATCAG  
82316 
 
Query  82272  GATTGACATTTCAA--CAGGTTTAATACCTGTGATTAAAT--AATTTAGAAAATATTTTT  
82327 
                | |   || | |  | || | |        | |||  |  || || |   |  |     
Sbjct  82317  CCTGGGACTTGCTAAGCTGGGTCA--------GCTTAGCTCCAAGTTTGCCCAGGTGAAG  
82368 
520 
 
 
Query  82328  TAAAAATAATTTATTGCTCATAAAAAGAAATAATTATCTTAGACTTAA----TCTTGTTG  
82383 
              |  |   |  ||    ||||| ||      |  ||     | || |||    |||| | | 
Sbjct  82369  TGCAGCCACCTT----CTCATCAAGG----TGCTTGGGCAAAACGTAAACCTTCTTCTCG  
82420 
 
Query  82384  -ACTTTTAGACGGAGTCTCATCTAATTCTT-AACTTAGTCTCA--AGTGACTTTCATTAT  
82439 
               ||||   | |||   ||| |||  |||   |||| |  || |  | |||| |   |  | 
Sbjct  82421  TACTT---GCCGGTA-CTCTTCTCCTTCCACAACTCAAGCTGAGCAATGACCTGGTTGGT  
82476 
 
Query  82440  AAAT----ATAACTTTTCAAAA---GGTTTTTAAAT-----ATT--AATCTCTCCAGATC  
82485 
               ||     |  || |  |||||   || | |  | |     ||   ||  ||  || ||| 
Sbjct  82477  GAAGGAGCAGGACATCACAAAACTGGGGTGTCCAGTGGCGCATCCCAAGTTCATCA-ATC  
82535 
 
Query  82486  --CTCTCATTTTTCTTTGTG--TGAGTTTCTGAATTAGTCTCACTAAAAA----TTTATT  
82537 
                | ||||     |   |    ||| |  | |  || ||||||   || |    | | |  
Sbjct  82536  GACCCTCAG----CCAAGACAATGA-TACCGGTGTTGGTCTCAGGGAAGACCCATCTGTC  
82590 
 
Query  82538  AGGATGGG--TTTATTAATATATTATTGAGGACTTGCTTATTTATTACGTAAATAAATCT  
82595 
              ||  ||||  || ||    ||    || | | |  | | | || |   |   |        
Sbjct  82591  AGTTTGGGGCTTGATGGTGATGCGCTTCACGCCGGGGT-AGTTCTCCAGCCCA-------  
82642 
 
Query  82596  TTAAGAATACTTTGAATTCACGTGTCTCAAACTTAATTTATTAATGTTT-ATATATGTTC  
82654 
                 || ||   | ||  |||  ||||  ||| | |       ||||||  | | |    | 
Sbjct  82643  ---AGCATG--TCGATCTCAT-TGTC--AAAGTGACC-----AATGTTGCAAACAATGGC  
82689 
 
Query  82655  ATAGATCATAATTTATGAATTTGTGATTTGTGATTGATCATAATTGTGATAATGT-ACGG  
82713 
              || | || | ||||      |  | ||  ||| |  | ||| ||  ||    ||| || | 
Sbjct  82690  ATTGTTCTTCATTT------TCCTCAT--GTGGTCAACCATGATGATGTCCTTGTTACCG  
82741 
 
Query  82714  GCGGTGTGAACAACACATATATTGCCTTGCCTTAAAAATTGCGGACCAATCATAGGCATA  
82773 
              | ||||   |||| | ||||        |||| | |||   |  | |   || |||  |  
Sbjct  82742  GTGGTGGTGACAA-AGATATCA------GCCTCAGAAACAAC--ATCCTCCA-AGG--TC  
82789 
 
Query  82774  AAAAACATGA--GAATTCCTTGGAAAAAAAAA----AAACATGCGAGAAAAACTCGTACA  
82827 
              | || | |||  |  |||| ||  |     ||    | | ||| ||  ||  ||||  || 
Sbjct  82790  AGAACC-TGAAGGCCTTCCATGAGAGCCTGAAGGGCACAGATGGGATCAAT-CTCGGTCA  
82847 
 
Query  82828  TATATGTACCACAAAGCTCCAACGTAATTGTTAGGCGCCGCGCACTCACACGTACGCTTT  
82887 
521 
 
                 ||| || || | || ||| | |  ||  | |  || || ||         || |||  
Sbjct  82848  CG-ATG-AC-ACGA-GCACCAGCCTGCTTCATTGCAGCAGCACA---------ACCCTTG  
82894 
 
Query  82888  ACTCCAATAGGCCATTAAGGGTAGGGATTCATTGATTGATATATCGATCTTCTTTCCTGC  
82947 
               |  ||  |  ||||           || ||      |  | | |   |  |||||| || 
Sbjct  82895  CCAACATCA--CCAT-----------ATCCA------GCCACAACAGCCACCTTTCCAGC  
82935 
 
Query  82948  GCATCTTT-CAACTGTTGAG-TCATG----CATCA---AATGATTG---GTTCATATTTT  
82995 
                ||| |  || | || |   |||||    |||||   |  || ||   |  |  ||    
Sbjct  82936  A-ATCATAACATCGGTAGCCCTCATGAGACCATCAGGGAGAGAGTGACGGCACCCATACA  
82994 
 
Query  82996  TGGTTTTTAAAACTCCAACTAATCCGACCTGTATAATTCTTAAATAATTTTA------GT  
83049 
               |  || | |||||   || || || ||   |  ||   ||||| ||    |      |  
Sbjct  82995  AG--TTGTCAAACTGTTACAAAACC-ACAGATTAAAAGGTTAAACAAACAAAACACAAGC  
83051 
 
Query  83050  AATTTTAATGCAAATCTACGATTATAAAATGAATTAAGTTGTATTTAGTTCATCAAGCTA  
83109 
              ||    || |||||  | | |||||||  | || || | |  ||   |  || | || || 
Sbjct  83052  AAC---AAAGCAAAA-TCCAATTATAA--TCAACTA-GATCCAT---GACCAGCTAG-TA  
83100 
 
Query  83110  AGATTTTTTTAAACAAGAAATATAAATTGTTTGACAACTTTTGTTTCTTGTATCT-TAAA  
83168 
                || |  | |||    ||  |   | |  ||    |||||   | |    |||  |||| 
Sbjct  83101  TAATGTCCTCAAAATCCAATCACCCACTTCTT----ACTTTCAATACCCTAATCAATAAA  
83156 
 
Query  83169  AAAGATTACTCAATAGAGAGCGAGGAGATAAATGG--GGAAGAGAGA-----AAAGAAAA  
83221 
               ||     | ||| |||    |    ||| ||||   | || |   |     || ||||| 
Sbjct  83157  CAACCCGTCACAAAAGACTCGGTTTGGATCAATGTTTGCAAAACCAATTTTGAATGAAAA  
83216 
 
Query  83222  TCATTT----TTAAAAAAAATT---ACTCGAC----TTTTTGTTTTAAATTATCATTTTT  
83270 
                ||||    ||||||   |||   |  | ||    ||| ||||| ||     ||||||| 
Sbjct  83217  CGATTTCGAGTTAAAATTGATTTTGAAACAACATGATTTATGTTTGAA-----CATTTTT  
83271 
 
Query  83271  TGTTATTAAAATTAAGGTAATTAGTAGGTTTTCAATTAAG-AGATTTCTTTTTA------  
83323 
              |  | ||||||  ||   ||  |||||   |  |||| || | | ||  |||||       
Sbjct  83272  TTATTTTAAAACCAA---AAACAGTAG---TAAAATTCAGTATAATTTATTTTATCCTAT  
83325 
 
Query  83324  -CAAAATATGTTTCA--TCTAAGTTCCCATTTCTAAGAAGAAGAAAAATTCAGAAACCGA  
83380 
               |||||   | ||||  || || |   ||   || ||||  |     ||||   |   |  
Sbjct  83326  CCAAAAGTAGCTTCAAATCAAAATGTGCA---CTCAGAATCA-----ATTCCTTATTTGT  
83377 
522 
 
 
Query  83381  AAAAAAATAGATTAAATACTATATAAAAATATACTCTTTTCCTTC--CTTTTTAATTGTG  
83438 
                || || | ||   |   | ||   |||   ||  ||  |   |  |||  ||||  |  
Sbjct  83378  GTAATAAAACATGTGACCATTTACCTAAAGTCACG-TTAGCAAGCAACTTACTAATGTTC  
83436 
 
Query  83439  GAACTTTTTTTAAAAAAATATTTTTAGTTATTTATCAAATGGCAT----TAACTAT----  
83490 
                || |||   | | | | ||    |   | | |   ||| |||     || | ||     
Sbjct  83437  TGACGTTTCA-ACACACAGATCCAAACACACTAA---AATAGCACCCAATACCGATCCAG  
83492 
 
Query  83491  --TTTTTTGTCAAATACATGCTT---ACATTTCACCTAATTTTTATTTAATTT-AC--AT  
83542 
                || || |   |  ||||   |   ||| || ||    |    |  | |||| ||  || 
Sbjct  83493  ACTTCTTAG---AGGACATTAGTCAAACAGTTGACAGGTTCAAAACCTCATTTCACCAAT  
83549 
 
Query  83543  GTGATGGAAAGTGTAGAAATGAAAATGAGT--AA---AATGAGAAATTT---CATAATTA  
83594 
              |  |   ||    |  |||   ||  ||    ||   |||   | ||||   || ||  | 
Sbjct  83550  GGCACAAAACCCATCCAAAAACAACAGATCCGAACTCAATCCTACATTTTAACACAAAAA  
83609 
 
Query  83595  ATTATCT---TTTGAGGATCAAGAAAAAATGATTATATTTCTTGATTTTTATATAATTTT  
83651 
              |    ||   | || ||     ||||||  ||   ||   |||| | ||  |   |   | 
Sbjct  83610  AGACACTAGATCTGGGG-----GAAAAAGAGACATTAC--CTTGCTCTTGGTGACAGAGT  
83662 
 
Query  83652  TTTTAAAATACAAATAAAAAGAAAG-GAAGGGAGTATAAAGCAACA--ATGTAATA-ATA  
83707 
                || | ||   ||||  | | ||| ||||  |||   |  |  |   || | ||| |   
Sbjct  83663  CATTGACATT--AATAGCAGGGAAGAGAAG--AGTCCCATTCGCCTGCATCTGATAGAGC  
83718 
 
Query  83708  ATCTTTA-TCAAAATATTTATCTTTTCCTGACGAATTGGGCAACATATTGGACAGTTATA  
83766 
               |||| | || |     |  |  |||||| |  ||     ||||     |  |  | ||  
Sbjct  83719  CTCTTAACTCCAG----TGGTGGTTTCCTCAGAAACCC--CAACGAGACGCTCCTTCATC  
83772 
 
Query  83767  TGGCATCCACCATCT---AACGTGACAACAACTCATTTTTTAGCAAC--ACGCACATGTT  
83821 
              | ||    |||   |   | || | |  |||| ||| | | |  |    | ||||  | | 
Sbjct  83773  TTGCGGT-ACCTGGTGGGATCG-GTCTTCAACCCATCTCTGATGATGGTAAGCAC--GAT  
83828 
 
Query  83822  ATTATTGAAGATATTC--CATTTTCGCACATTTTTATTAACTGACTGATAATTTCTTAAT  
83879 
               |    |||   | ||  | || |||      |  | |    | | |  | || |      
Sbjct  83829  CT----GAA---ACTCGGCGTTGTCGG-----TGGAGTTGGGGTCGGGGAGTT-CGCCGG  
83875 
 
Query  83880  TTTTTTCA----GTTCATCTTTCAATGTTTGAAGCCAT---GCATCATAAGCATACAATA  
83932 
523 
 
              | || |||    | || ||   |     |||| ||| |   | || | |||  ||   |  
Sbjct  83876  TCTTCTCATAGAGCTCCTCGGCC-----TTGACGCCTTCGTGGATGAGAAGGGTAGCGTC  
83930 
 
Query  83933  AC-ACATT-----AC----AGCTT------ACTACTAG----CTAGTTAGAGACGAACTT  
83972 
              || ||  |     ||    || |       || ||  |    | |||    | ||  ||  
Sbjct  83931  ACCACCGTCGTCGACGATGAGGTCGGGTCCACCACCGGGGCCCCAGTCGAGGGCGCGCTC  
83990 
 
Query  83973  AATTAATATTCACCCACATGTGTATGCATAAATTTTTGTCTAACATCATCCA--CAAATG  
84030 
                |       ||||  ||   |||  | |  |     |||| ||  | ||||  | || | 
Sbjct  83991  GGTG------CACCACCA---GTACTCCTGGAGG---GTCTCACC-CTTCCAGGCGAA-G  
84036 
 
Query  84031  CCCTCAGATTCTTCTCTG--AAGAGCCAC--CTTCTT--TC------------------G  
84066 
               |  | |     || | |  || |||  |  |  | |  ||                  | 
Sbjct  84037  ACGGCGGCACTGTCGCGGGCAATAGCGGCGGCGGCGTGGTCCTGGGTGGAGAAGATGTTG  
84096 
 
Query  84067  CAGCATCCCTAGCCAAAACCTTCCATTTCTTAGCATTCTT----TCTAAATTCACTTGCT  
84122 
              ||| | | | |||  |  |||  |    |  ||     |     ||| |||      |   
Sbjct  84097  CAGGAGCACCAGCGGA--CCT--CGGCGCCAAGGGCGGTGAGGGTCTCAATGAGAACGG-  
84151 
 
Query  84123  CTGTCACCACTCCCCATCACCAC--ATCCAAACATGC---CTCAATTTCCTTTC----CT  
84173 
              | |||   | |   |||    |   | ||    ||||   | |     ||||      || 
Sbjct  84152  CGGTCTGGA-TGGTCATGTGGAGGGAGCCGGTGATGCGGGCCC-----CCTTGAAGGGCT  
84205 
 
Query  84174  TCAACTATCCCATTTGCGTTC-ACGTG--ATGATCCAC----TCTCACCCCTATCTTCCA  
84226 
                 |    || |  |  || | ||  |  ||||  |      ||||| ||   ||  ||| 
Sbjct  84206  GGGAGGGGCCGAACTCGGTCCGACAGGCCATGAGGCCGGGCATCTCAACC---TCGGCCA  
84262 
 
Query  84227  -CAC-ATCTTCTATGAGCTTCGCATTGGTCATCTGATCAGTCC---ACTGAGGAAACGCC  
84281 
               | | |||| | | | |   || | | | | |  ||   ||||   ||   | |  |||  
Sbjct  84263  GCTCGATCT-CGAGGCGGC-CGAAGTCGGCCTGGGAAAGGTCCTTGACCTTGTACTCGCG  
84320 
 
Query  84282  ACCATTGGAA-----CCCCAGAAACAAGGCTTTCCATGGTCGAATTCCACCCACAGTGTG  
84336 
              |||| | |       | |||  ||||| ||    |||| |    || | | |  ||     
Sbjct  84321  ACCACTCGTGGTTTTCTCCACCAACAAAGC----CATGCT----TTACGCGCTGAG----  
84368 
 
Query  84337  TTAAAAAACAACCCACAGAAGAATGCGAAAGAACCTCCACCTGAGAACACCATGTCACTA  
84396 
                ||| ||||   |  ||| ||| | ||  | |        |||| | || ||   |||  
Sbjct  84369  --AAATAACAGGACT-AGA-GAAAGAGAGTGGAGGGAGTGGTGAGGAAACAATCAGACTC  
84424 
524 
 
 
Query  84397  TCTTCCCCCACTTCTCCAATTCCTCTCTGAAACAACAAAGCTCCTCCTCCTCTTCTTTTT  
84456 
              | |  |   |  |    || |     | | |       |||||  |    |||   |    
Sbjct  84425  TGT--CTATAAATAAGGAAATGGGAGCGGGAGTTGGTGAGCTCAACTAGATCTGGGTCGA  
84482 
 
Query  84457  TTCCATTAATTACCTTTTCTCTAACGACCCACAAGAATGGACGTCCACAATCT-AATAAC  
84515 
                |||    ||||||  | || ||    | ||| | ||     |   ||  || ||||   
Sbjct  84483  C-CCAGCC-TTACCTCCT-TCCAATTTTC-ACACGCATTTCATTTTTCATCCTGAATAT-  
84537 
 
Query  84516  CCACGTGCAATTTCCTCCATTTGTCTCTTAGAAAGCTCA-AAGTAGCTACCAAATGA---  
84571 
                   | |  |||| |  || ||| | |||| |  |||  ||  || | | |||| |    
Sbjct  84538  -----TTCTTTTTCTTTTATATGTTTTTTAGTATTCTCCCAAAAAGATGCTAAATCATCA  
84592 
 
Query  84572  -AACGTAAACCACCGAATTCTCTTCCTTTGAGTC-AAGCCATTCAACGTAAT---CA---  
84623 
               ||  |||||  |  ||||   ||  | | ||   ||   |||||   |  |   ||    
Sbjct  84593  TAAAATAAACGCCTAAATTAAATTATTATTAGGATAAATGATTCATTTTGTTTTGCAAGA  
84652 
 
Query  84624  TTTGA-GACTTGAAAAATGTCCCCACCAAACGAAGTATCAGTTGGGTCATTCC-CGTCCA  
84681 
              | ||| || |||  ||||     ||  |||  || ||| |      |  ||   |||  | 
Sbjct  84653  TGTGATGAGTTGTTAAATTAGTTCATAAAA--AAATATAAAAAAAATATTTTATCGTTAA  
84710 
 
Query  84682  ---AGAACGCAGAAGGAATCAACGGCCCGATGGGGATCATGTTG-----ATCTTATCAAT  
84733 
                 | || |   ||  ||| ||       ||       || |||     ||||  | | | 
Sbjct  84711  GTTATAATGTTAAA--AATTAATTTAATAATAAATTATATTTTGTGAGAATCTATTTATT  
84768 
 
Query  84734  GGCCCTCAACGCTTCTTCTTCCAA-------AGCTTCAAAGGTGTTCACAAGCACCGTTG  
84786 
               | ||| |    || || ||  ||       || || | |  | |  | |   |    |  
Sbjct  84769  TGTCCTTA----TTATTATTTTAATTGATTGAGATTTATATATATATATATATATATATA  
84824 
 
Query  84787  GGT-------TGGTTTCT-------AGGTCAAGTTGTTTAA--TCTGATTCTCAAAC---  
84827 
                |       |  || ||       |||| || ||  |||   | | | ||| ||||    
Sbjct  84825  TATATATATATACTTACTTTTTGTGAGGTTAATTTTATTATGTTTTCACTCTTAAACATT  
84884 
 
Query  84828  GACGGGAGAGTAAA-----------AGAAAACACAC---TCGGTTTCCACAGCAACAAAA  
84873 
              | |  ||   ||||           |||||| |||    || | ||  || | |  |  | 
Sbjct  84885  GTCCTGAATATAAATTTTGCGTACGAGAAAAAACAACAATCAGCTTT-ACTGTACTATGA  
84943 
 
Query  84874  ACGACGGAACGTCGCGTGGCGAAAGCGAAAACGACAATCCCGGAAGCACAATGTTCTCTT  
84933 
525 
 
              |  |    || ||               |||| |   || |  |||   ||||||   |  
Sbjct  84944  AAAATTATACTTC---------------AAACAAGTCTCTCATAAG---AATGTT---TA  
84982 
 
Query  84934  TGGTTTCGTCGTTGATGAA-AT-----CGGCGTAGCCGTGAAAGAAGTGATAAAGAATAT  
84987 
              |||| || |    |||||| ||     |  || |  |  | || || | |||  ||||   
Sbjct  84983  TGGTCTCATACA-GATGAATATTTTCACTTCGAATACACGTAA-AACTAATAT-GAATTC  
85039 
 
Query  84988  CCAAAACCGTGGCGGGTTC--GATCCAGAGC-AAC----GCCGTGGGGAGGT---AGAAT  
85037 
               || ||  |||     ||   |||| | | | |||    | | |       |   |||   
Sbjct  85040  ACACAA--GTGA----TTAAAGATCTAAAACTAACTTTTGTCTTCTTTTTTTTATAGATG  
85093 
 
Query  85038  TGGCGCGCCACGTC-AGCAACCCAGGGAAGGAGGAGGGTGTAGAGCAGGCAAGTGAAAGG  
85096 
              |||    |    || | ||  |||                || | |   ||  | | ||  
Sbjct  85094  TGGGTTTCATTCTCTATCATGCCAC---------------TAAAACTATCATCTAATAGA  
85138 
 
Query  85097  GCGGCCCTCGCTGGCGCTGGAGAGGATGAGATTGGAGAG-------TAAGTCGGAGGTGC  
85149 
                     ||  || |  |  | ||||  | |||| | |        |||||   |  ||  
Sbjct  85139  T------TCTTTGACA-TCTA-AGGACTA-ATTGAATAAATACAATTAAGTAAAAT-TG-  
85187 
 
Query  85150  GGTGTTTGAGTTGGGACTCGTAGAGAAAGAAGTCC--GAGTCGGTGGCGTGGAGGGCGTC  
85207 
                | | ||| || || || || ||  ||    |||  ||||  |   | |    | | || 
Sbjct  85188  --TCTATGATTTAGGCCT-GTGGAATAA----TCCTTGAGTAAGC--CTTTATTGACATC  
85238 
 
Query  85208  GAAGCCGGCGTCGTAGCC-GTCGGAGAAGGGGAG----GAAGG-AGAGGCCGGGGATGGT  
85261 
              |    |      |||||  |||    ||||        || || |  |  | ||  |    
Sbjct  85239  GCTAACAA----GTAGCATGTCATT-AAGGTTTCATTCGATGGTATTGATCAGGCCTCTA  
85293 
 
Query  85262  GGGTTTGTTGGAGATGCGGCGGTAAACGTGGAG--AGTGAGGAGAATGGTGACG--TGCG  
85317 
                   | ||| | ||       | ||  || |   | |||| | | |||| | |  | || 
Sbjct  85294  TAAAATTTTGTACATT------TTAATATGCATCAAATGAGCATACTGGTAAAGATTTCG  
85347 
 
Query  85318  C-GCCCATGGCGATGAGACGCTTGGCGAGTTGGAGG--------GCAGGGTTT--ATGTG  
85366 
                || || |   || ||    ||||  |  |  | |        | | | |||  ||||  
Sbjct  85348  GTGCTCAAGTTAAT-AG----TTGGTAAAGTAAAAGCATTATATGTAAGATTTTCATGT-  
85401 
 
Query  85367  ACTCTGGGCAGGGTAGGTCACGA--GGAGGAAGCGTTGGAGAACCATGAGCTACTTAAAC  
85424 
              ||| |||  | | || |  || |  ||||  |  |||| | || |||       |||||  
Sbjct  85402  ACT-TGGTAAAGCTAAGGGACTATCGGAG--ATTGTTG-ATAAGCAT-------TTAAAA  
85450 
526 
 
 
Query  85425  AATGGATTCAAATGCACTCTTCACTCTT--TAGTAGGGGTTGGCTT----CTTATAATAA  
85478 
              ||     ||||   || |||||  |||   ||  | |  ||  |      | | ||| || 
Sbjct  85451  AACTC--TCAA---CAATCTTCTATCTGCCTATAAAGTTTTCTCAAAAAGCATTTAAAAA  
85505 
 
Query  85479  TTTTAAAG--TAATT-GAGATTT---AG-------AA-ATA-ATTT---GATTTAA----  
85516 
               |||| ||  ||||| |||||||   ||       || ||| || |   |||||       
Sbjct  85506  ATTTATAGGTTAATTAGAGATTTGTTAGGTAGGTTAACATACATGTAAAGATTTTTCTTT  
85565 
 
Query  85517  -TTAGGAAAATATGAGTTTAAAAGGATGAAAGAAAAATGGTGGGATTTTTTT-TGTGTGT  
85574 
               || ||||||||   ||   ||||  |     ||||   || | | || |   |  |||  
Sbjct  85566  TTTTGGAAAATACATGT---AAAGAGTTTTGTAAAA---GTAGAACTTGTGAATACGTGA  
85619 
 
Query  85575  GTGGAAAGAAAAT----AGTGGTTCAAATAAAGGAAG---GTG-AAAAAGAGGAAAAAAA  
85626 
               |   |||| |||    | |  | | ||| | | ||    ||| ||||||    |  ||  
Sbjct  85620  TTTATAAGACAATTCATATTCCTCCCAATCAGGTAATTTTGTGCAAAAAGTCTTATTAAG  
85679 
 
Query  85627  ACCTT---TAACTATATAATGCATAAAAATGTGTTCTTCAATTATTTTGAAATATACTCT  
85683 
                  |   ||||| |||      | |||||   ||||||| | ||   |      |   | 
Sbjct  85680  TTGGTGTGTAACTGTAT------TTAAAATAAATTCTTCATTGATGGAGTGGGTGAAGTT  
85733 
 
Query  85684  CAAATGATTTCTAACAAAAAC---TTTATCTTTTT--ATTATTTTTTATAACCAAT-ATT  
85737 
              ||   ||  || | || | ||   ||| | || ||  ||| |  | | || |   | ||| 
Sbjct  85734  CAC--GACATCGATCATAGACAGATTTTTTTTCTTCCATTCTAATGTTTACCGTGTGATT  
85791 
 
Query  85738  AAG------AGCAATG-GTTAACATCAGCACCGGTTGAGTCAAGTGG---AAGAGATTAA  
85787 
                |      | ||||  || ||| |  | ||    |  |||   |||   | || |  || 
Sbjct  85792  GTGGCCACAATCAATTTGTAAACCTGTG-ACAAACTTTGTCTCTTGGCCTACGACAGAAA  
85850 
 
Query  85788  CTTTTCACTAAGTGATGAATCA--ATGTTTGA---ATATTCATTTAAAGGGGTGA-CATT  
85841 
                    |  ||| | |||||    ||| |||    |||  || | ||||   ||| |||| 
Sbjct  85851  AA----AGGAAGAGCTGAATGCTGATGGTTGTTCCATAGCCACT-AAAG---TGAGCATT  
85902 
 
Query  85842  TAGTGTCCTAATGTACATTAGGCCTTTGAAAGAGA---AG--ACTTG---TGGGGGGAAA  
85893 
              |   || |  |||| | || |||  | | | | ||   ||  | |||   |||  ||    
Sbjct  85903  TGTAGTACCCATGT-CTTTTGGCACT-GTATGTGACTCAGCTAGTTGCGCTGGATGGGTT  
85960 
 
Query  85894  ACATTA-ATTAACAAGATCCTTAATATTAATAAAATTTTAAATGCAT-TTCTTAATTAAT  
85951 
527 
 
               ||||  ||| |     |  ||  |||   ||||||||| | |   | |||| || | |  
Sbjct  85961  CCATTCCATTGATTTTTTTTTTTTTATGT-TAAAATTTTCATTTAGTATTCTAAACTCAC  
86019 
 
Query  85952  ATGTCATTAACTCATTGCTTTATTTTAATAGCATTTGAAAATAAATTAAAGTGGCCGGTA  
86011 
               || |||||| |  |||  |||    |||    | ||| | | ||  ||  |   |  || 
Sbjct  86020  TTGACATTAATT--TTGTCTTAC---AATTTTTTGTGATA-TCAACCAAGTTTCTC--TA  
86071 
 
Query  86012  CAATATTTTTAATGAAAAATTAATAATG----AATGAGCAA-GTTCTT--TTAACTATTT  
86064 
               |||||| | ||  | ||| || | ||     |||   ||| ||| ||  || || |||  
Sbjct  86072  -AATATTGTAAAACACAAAATATTTATATTCCAATCTTCAATGTTTTTATTTGAC-ATTA  
86129 
 
Query  86065  AAAAAATGAGGTTAATTGCTAGTA-CTACGT--ATTA--TTAGTGTAATATTTTTTACAT  
86119 
               ||| ||    ||||  | ||| | | | ||  || |  |||   ||| |  |   | || 
Sbjct  86130  TAAATAT----TTAAAGGATAGAATCAATGTTAATCAAGTTAACATAAAAAATAAAAAAT  
86185 
 
Query  86120  TATCAAACAATCATAACATATTGGCATCAAAAATAA---AACAAATCAT-ATTAGA-AGA  
86174 
              ||   | || |||  |||| | || ||||||  ||    |  ||||  | |||||| ||| 
Sbjct  86186  TACATAGCATTCA--ACATGTAGGTATCAAATCTATGTTATAAAATGTTTATTAGATAGA  
86243 
 
Query  86175  GAAATATATATTTTGTG--TGTGTTCACTGTCCAAAACCAAAAT-TTGTTAAAAGGATAA  
86231 
              |||| |||| |  |     | || | | ||| | |     | || |||    | || ||| 
Sbjct  86244  GAAAAATATTTGCTAAAATTTTGATAATTGTGCTATGTTTATATGTTGAATGATGGGTAA  
86303 
 
Query  86232  AAGAAAAATGATGGATTTTTTTTT----TGTGTAGAAAGAAAATAGTGGTTAAAATAAAG  
86287 
              || |||| ||| | ||  ||   |    |  ||| ||  |||||   | ||||  |  |  
Sbjct  86304  AATAAAA-TGACGCATAATTAAGTAACATAAGTAAAATAAAAATTAAGTTTAATTTTTAT  
86362 
 
Query  86288  GAAGTGAAAAAAGGAAAACAAAACTTTAACTATATAATGCATAAAAATGTATTCTTCAAT  
86347 
              ||| |   || |  |||| | ||    || |||||  | | ||| | | | |  |||    
Sbjct  86363  GAATTATCAATATAAAAAAATAA----AA-TATAT--TCC-TAACATT-TCTCTTTCCTC  
86413 
 
Query  86348  TATTTTAAAATATACTCGCAAATGATTTCTAACAAAAACTTTATCTTTCTAGTATTTTTT  
86407 
              ||||||| | |       ||  | ||||    |  ||  ||| || || |  |||  ||| 
Sbjct  86414  TATTTTACATT-------CATTTTATTTT---CTTAATTTTTTTCATTTTGATATCCTTT  
86463 
 
Query  86408  A---TAATCAATG-TACT--AAGAGCAATG--ATTAGC-AT-CG-ATACAGCTTAGGTTG  
86456 
              |   |||| | |  ||||  || |  ||||  |||    || || | ||| |   |||   
Sbjct  86464  AATATAATAACTAATACTGTAAAAAAAATGTCATTTTTTATTCGTAAACAACCC-GGTC-  
86521 
528 
 
 
Query  86457  AGTAAAAGAGATTAGTTTTTCACTACATGATGAATCAATATGTGAAT--GTTCT---TTT  
86511 
                 |||| |   ||| |||  || |   | | ||| | ||| | |||  ||| |   ||| 
Sbjct  86522  ---AAAATA---TAGGTTTA-ACAATTAG-TCAATTACTATATAAATAGGTTTTGTATTT  
86573 
 
Query  86512  GAAG-TG---GTGACATTTAGCGTCCTAGTGTACCTTCAGGATTACCCGCAGACTTGTGG  
86567 
              |||  ||   || | |  |||  |  || | || |||    ||| || | | | || |   
Sbjct  86574  GAATATGTTAGTAAAAAGTAGTTT--TAATATATCTT----ATT-CCAGTAAAATTATC-  
86625 
 
Query  86568  GGAAAAAACATTAATTAATAAGATCCTTAATATTAATAAATTTTTAAATGCATTTCTTAA  
86627 
                 ||  || || | ||||||  || |  | |||  ||      ||||   ||||      
Sbjct  86626  ---AATTACTTTTAATAATAAAGTCATACAAATTTGTA------TAAAACTATTTTCCCC  
86676 
 
Query  86628  TTAATATTTCATTAACTCATTGTTTT-ATTTTAATGGCATTTGAAAACAA--ATTAAAGT  
86684 
               ||  ||   | |       |||||  |    || |  | ||| ||| |   ||| |||| 
Sbjct  86677  CTACGATAAAAGT-------TGTTTCGAAAAAAAAGTAAGTTGGAAAAATTTATTGAAGT  
86729 
 
Query  86685  GGCCGGTACAATACTTTTAATGAATATTTAATA----ATAAATTAGCAAATTCT----TC  
86736 
              |    | | | || ||||| ||  |||||  ||    | ||||||    ||| |    || 
Sbjct  86730  GAT--GAAAACTATTTTTA-TGGTTATTTTTTATCACACAAATTA----ATTTTGGAATC  
86782 
 
Query  86737  TAACTATTTAAAAATGAGGTTAATTAATACTACCACATATTATTAGTGTAACATTTTTTA  
86796 
              | | || ||| ||||| | | |||| ||| ||     ||   ||| | |   ||||  |  
Sbjct  86783  TTA-TAATTAGAAATG-GTTGAATTTATA-TATTGGTTAACTTTATTTTCTTATTTCGTC  
86839 
 
Query  86797  CACGAACAATCAAGTACGTTGGCACGTGAAATAAAACAAAATTAGGAGAAAAATATACGA  
86856 
              ||| |  ||| || |  |||  ||    ||| ||||   |||||    | | ||||   | 
Sbjct  86840  CAC-AGTAATGAATT--GTTT-CAAACAAAAAAAAAATCAATTA----ATATATATTTTA  
86891 
 
Query  86857  AAATTTATCACTACTTAG---TTCCTGTTGGATT--ATTTTGTAATAA--TACTATGATA  
86909 
               |||||   |||| | |    | ||| ||  |    | |   |||| |  ||  ||   | 
Sbjct  86892  TAATTTT--ACTATTGAAAAATACCTTTTTCAAACAAATCACTAATCACTTAAAATACAA  
86949 
 
Query  86910  AAATAAATCACAATTAATGGTATATGT----AATTTTTAA-TCCGAACTTTTTAA-----  
86959 
              ||||| ||    || | ||  |||||     |    | || ||| ||  |||| |      
Sbjct  86950  AAATATATTTTGATGAGTGAAATATGACTGCAGAAGTCAAGTCCCAAAATTTTGATGAGT  
87009 
 
Query  86960  ------ATATGTGATATTTTGTAATTGATGG--GCTGTGTAAAATA-TATTTACACTATT  
87010 
529 
 
                    | | | || ||   || ||  || |  ||| | | |  |  ||||| ||   || 
Sbjct  87010  ACTACTACAAGGGAGATGGGGTCATC-ATAGTTGCT-TCTGATTTGCTATTTTCA---TT  
87064 
 
Query  87011  AGTATAT-ACCAGTTAAATCTTTAACAATTTTAATATTGAATAGAGTAAGTTTTATATGT  
87069 
               || ||| |||  |||| | || ||| |  ||     || || |   ||  |  | || | 
Sbjct  87065  GGTGTATGACCTATTAACTATT-AACTACGTTG----TGGATTGCCAAA--TGAAAATAT  
87117 
 
Query  87070  CATGTAAAAAAAAAGTCTTATATTTTTTATTTATAGAAAATGCTTTAGTTTTAATTATAT  
87129 
              || || ||  ||||  ||  |  |       ||| ||| |||| |  || |   | || | 
Sbjct  87118  CA-GTGAAGCAAAACCCTCCTCCTCCAGCGCTAT-GAATATGCGT--GTGTCGGTGATTT  
87173 
 
Query  87130  ATTTTTTAATTTTCTTTTTTAGTCAATATCTTAATACTTGCTAAC-GCATCTTCCACATC  
87188 
              | || |  ||||| ||    |   || |    || ||  || ||  | || | |   ||  
Sbjct  87174  ACTTGTACATTTT-TTGAAAATGAAAGAA---AACACAAGCAAAGTGAATGTGC---ATG  
87226 
 
Query  87189  TTAAATATAAAATTAAATATATAAAACATTAAATCGTATAATTGTTTTTTTGTATAATCT  
87248 
              | |    | |||| ||  | | ||| ||  | |    ||||            ||||||  
Sbjct  87227  TGA----TCAAATAAAGGAAACAAACCAGCATAC---ATAA------------ATAATCA  
87267 
 
Query  87249  AT-TATAATTATAATATAATAAATTAAACATTAATTAATAGATTAATC-ATTAACATTAA  
87306 
              |  | |  |    |  | ||  |      |||||||    ||| || | |  || | ||  
Sbjct  87268  AGCTCTGGTCCCCAG-TCATGGAG-----ATTAATTT---GATGAACCGACCAAAAATAT  
87318 
 
Query  87307  TGATGAAGGGTTTGGATCATTTTTTAATAAAATAATTATTTTTTATGTATTTTTTCTTAA  
87366 
              || |  ||  |    | || || || | || ||| || | ||||||    |||| |  || 
Sbjct  87319  TGGTACAGCATAATCA-CAATTATTGAGAAGATATTTTTATTTTAT----TTTTACCGAA  
87373 
 
Query  87367  AAATAGAAAAAT--GTCTTGTTAATA----AATAAATCATATTTACTTCTTTAAAAAAAT  
87420 
                 | | |  |   | | ||||   |    | |||||| | | |  |  | | |     | 
Sbjct  87374  TCGTCGCACGACTCGGCGTGTTGCAACCGCATTAAATCTT-TGTGTTGGTCTCACCCTGT  
87432 
 
Query  87421  TAGAATTTTTTTTAAGTTTAAAC-TAT-GTAACCTTCTATATTCAAACTTTCATTTTGTC  
87478 
                   |||| |  | | |  | | | | | |    | | |||  |||||  ||  ||  | 
Sbjct  87433  CT---TTTTGTGGATGATCGATCCTCTTGGATTGGTTTTTATA-AAACT--CAACTTCCC  
87486 
 
Query  87479  AATCTATG--CAAAAAAAAAAAAAAAATCAATGCGGTTTTAGT-ACGAATTATTTTAAAT  
87535 
              | ||  ||  |   |  ||    |  |||  || | | || || ||   ||||  ||||| 
Sbjct  87487  A-TCGGTGTTCTTTAGTAATTGGAGTATCTTTG-GATGTTCGTTACATTTTATGATAAAT  
87544 
530 
 
 
Query  87536  ATTGATTTTGTAATGACAAGGACAAAAAGAGATC--CAAAA-AGAATTCTTCATGGACTA  
87592 
               |  ||  |  |    |||  || ||   |  |   ||||  || |||||  |||   |  
Sbjct  87545  TTAAATGATCCA----CAATCACTAACTCAATTTTGCAAAGCAGGATTCTGAATGTTTTT  
87600 
 
Query  87593  ATTAAATGTGGTCAT-TCAAAGCTAAATTTTGTATAATTATAATAAT-CAAA-ATGATTA  
87649 
               | |||| | ||  | ||  |   ||| || || || | | |||||  |||| |||   | 
Sbjct  87601  GT-AAATCTCGTTTTGTCCTA---AAAGTTCGTCTA-TAACAATAAAACAAACATGC--A  
87653 
 
Query  87650  ATTTTTCCTTAATACAAAATTGTTTAAAAATT-TGT-ATATTTTATTAAAA---AAATAT  
87704 
               ||  |  ||  ||  ||||||| | |||| | ||| |||    | ||| |   ||| || 
Sbjct  87654  CTTGGTTGTTTTTA--AAATTGTCTCAAAACTCTGTTATAAAGAAATAAGACCTAAAGAT  
87711 
 
Query  87705  A--------AAATATTAGAACGAGGTAGGACTACTA-ATATATATATAACTCAAA--AAT  
87753 
              |        |||| |||   | |    | |||  || ||| | ||||  || | |  ||| 
Sbjct  87712  ATTTTTTACAAATTTTAATTCAAACATGCACTGATACATAGAGATATC-CTTAGATTAAT  
87770 
 
Query  87754  ATATTCTCTTAAAAAAATCAAATCAATATTCAAAATT--CATTAGGTATAATTTTTTTAA  
87811 
               |||| | || | ||||  ||||  |||   ||||||  |||  | | ||| ||| | |  
Sbjct  87771  TTATTTTGTTGATAAAAA-AAATGGATA---AAAATTTCCAT--GCTTTAAATTTGTCAT  
87824 
 
Query  87812  --GTAAAATGCATAAAAAATAATTTTGAAACA-GACTTTTTTTTACAGGTTGAAACAAGT  
87868 
                ||  |    ||  |   ||    | ||||  || | || ||| ||  |  ||| | |  
Sbjct  87825  TGGTCCATCTGATCGACTCTATACATCAAACTTGAGTGTTATTTGCA--TACAAA-AGGA  
87881 
 
Query  87869  TTA-ATTAGTG-CA--ACA-AGTAGGTTT-ATTAACATTCCTAAATAA--TGATAGTGA-  
87919 
                | || || | ||  ||| ||||||||  |||    ||  ||  | |  ||||   ||  
Sbjct  87882  AAACATCAGAGACATGACAGAGTAGGTTGCATTGGTGTT--TAGTTGACCTGATTAAGAA  
87939 
 
Query  87920  -TTACA-------TGCATCTCACT----TGTTCAAA-TAAACATGAGTATTGATATTTTA  
87966 
               |||||       |||  |||  |    | |||||  |   | |   ||| |   | ||  
Sbjct  87940  GTTACACACAAAGTGCTCCTCTATCTCCTCTTCAAGGTCCTCCTACCTATAGTCTTCTTG  
87999 
 
Query  87967  ACACTTTTATTTTACAAAGGCAAGAAGACAATATGATGTATAATATTTTTCAAAAGAA--  
88024 
                 || ||||| ||   |   ||  ||         |||| ||| | ||||||   ||   
Sbjct  88000  TACCTCTTATTATATGGATT-AATTAG---------TGTAGAAT-TATTTCAACTTAATT  
88048 
 
Query  88025  AATTAATATAAATTT---TTATGA-AATACGTAATACCATAA---CAAAAA-AAAAATCT  
88076 
531 
 
              ||| | | | |||||   | |||| |||  |||  |  ||     ||   | |||||||  
Sbjct  88049  AATAATTTTGAATTTAAGTCATGAGAATGAGTATCAAAATTTTTTCACCTATAAAAATCG  
88108 
 
Query  88077  AAACTA--TC---TAAGTTACTA-CAAATTACAATTAGGTCGAGT--TGTATGTTAATGG  
88128 
              ||  |   ||   |||| |  |  | ||| |  | || || |  |  | ||| ||| |   
Sbjct  88109  AATGTGCTTCAAATAAGATTGTCTCTAATAAATAATATGT-GTTTAATCTATATTATTTT  
88167 
 
Query  88129  CA-CTGATTTATTACAT-GTGTTTC-GTACTGTAGGA-GTGGAAAGATAACTATAAAAAA  
88184 
               | |||| ||  || || |  |||| ||| | |   | |  ||||  || | ||||  || 
Sbjct  88168  TATCTGAATTTATAAATAGAATTTCAGTATTTTTTAAAGATGAAAT-TATC-ATAATTAA  
88225 
 
Query  88185  TATAAAGCAATAAGATTAGTAATAATTTAGTCTCTTCCTACATCCATTTAAAAGAAATTA  
88244 
              |  ||||  ||    ||| |  ||||| | | ||  || | |||   || ||||| |||  
Sbjct  88226  TTAAAAGATAT----TTA-TGTTAATTAAATTTC--CCCA-ATC---TTGAAAGATATT-  
88273 
 
Query  88245  ATTATCTTTTGGATGCAACATCTATATGGGGACAAATTTTTTATTATCAAATATAACAAG  
88304 
               |||| ||         || | | || ||  |||  |||| ||||| |   | |       
Sbjct  88274  -TTATATT---------ACTTTTTTAAGG--ACA--TTTTGTATTAGC---TTTGC----  
88312 
 
Query  88305  TAAAAAAGTTATCTAGGGGGCACAATTGTCCTAATTCCTGCATCTGTCTTTGATAATAAT  
88364 
                     |||| | ||   ||     || | ||| | | ||    | |||||| ||   | 
Sbjct  88313  -------GTTACC-AGCTTGC-----TG-CATAAGTACAGCTCAAGGCTTTGAAAAACCT  
88358 
 
Query  88365  ATTTATATTTTTTTCTCGTTAGGTGTCTTTTTTTTATTGATAGAAATAAAAAATAATATC  
88424 
              || |            || | ||| || | |||  |   | ||| |  |||||||| |   
Sbjct  88359  ATGT------------CGGTTGGT-TCCTCTTTAAAGAAA-AGAGAATAAAAATAACAAA  
88404 
 
Query  88425  AAAATTTATAACAGGTGCTCATCTTATTTGATGAGCTAAATATTCTTGATTTCTTGTTAG  
88484 
               |||   | || ||  || | ||  |||| ||  ||     |||| | | |    |  || 
Sbjct  88405  GAAA---AAAA-AGTCGC-CTTCC-ATTTCATTCGC-----ATTCAT-AGTAAAAG--AG  
88450 
 
Query  88485  GTGTCTAATATTTGGGAGTCTATTTATCTTTTTTAGGTGAGCATTTGATACAAACCACTT  
88544 
               ||    ||    || | |  ||| || |          || |||||| |        || 
Sbjct  88451  -TGAGCGATCCCGGGAAATGAATTAATATACGACTAAAAAG-ATTTGAGAA-------TT  
88501 
 
Query  88545  ATCAATAAGATTGAATAATT--TGATTATTTT--AAAA--AAA--ACA-TAATTAAATAA  
88595 
              || |||||  || |||||||  | ||| ||||  ||||  |||  ||| || |  |  || 
Sbjct  88502  AT-AATAA--TT-AATAATTAATAATTCTTTTTCAAAAGTAAAGTACAGTACTGCAGGAA  
88557 
532 
 
 
Query  88596  A----AGTAATTTTAAGGAGTATACCAGATTAAATAGAGATATAATTATGAATAAAAAAT  
88651 
              |    || |  || |  || || |    ||| || ||| |||| || |  || ||||||  
Sbjct  88558  ACATGAGCATGTTCATAGATTAAA----ATTTAAAAGA-ATATTATCAGTAACAAAAAA-  
88611 
 
Query  88652  ATACATTTAAACTTAAAATAATACTATCTCTTAAAGCAATAATAAT----TTAA-TTGTT  
88706 
              |||     ||| ||||   | | | |||    |||| ||||   ||    || | ||||  
Sbjct  88612  ATA-----AAAATTAACCCA-TGC-ATCCAAGAAAGAAATACCCATGTGCTTCAGTTGTC  
88664 
 
Query  88707  CTAAATAATAAAAATCTTAAACATAGAATCAATTGATTGGAAAAAGAA------AAAGAA  
88760 
              |    |   | |  |  | | | |    |||| ||||   || |   |      || ||  
Sbjct  88665  CGCTGTCTGAGATGTGGTGACCTTTTT-TCAAATGATCATAATAGTTACTTCATAATGAC  
88723 
 
Query  88761  G-CA-GAAAAAGAATAATTTAGCATGGAAGAAC----TGAGA-------ACACGGG-AAT  
88806 
              | || | |  | | || |||  | |  || ||     ||  |       || |||  ||| 
Sbjct  88724  GACATGCATCAAACTATTTTTTCTTCAAAAAATATATTGGCACCTTTTCACTCGGATAAT  
88783 
 
Query  88807  CCAAGTCAATTATTTGGCAAACACGTGCATTGATTATCGATTC-TGCAACGTCA--TGGC  
88863 
                 | | |||||||     |||   |   | | || || |||  |  || |  |  |    
Sbjct  88784  TGCA-TAAATTATTGTTTTAACTTTTATTTGGGTTTTCTATTTATAAAAAGGGAGATTTT  
88842 
 
Query  88864  ATCAAGAAATCTGAAGGACCACCTTCCTTGGCTGCCTCCCTGGCCAAACCCTTCCATTTC  
88923 
               | ||||||    ||  | ||  | | | ||    |||    | |   |||||| ||||  
Sbjct  88843  TTTAAGAAAAAAAAA--ATCAAAT-CATAGGA---CTCAGATGACTCGCCCTTCTATTTT  
88896 
 
Query  88924  TTTACATTCA--------TTCTCAACTCTCCACTCCCCATC---ACCTCTT----CCGAA  
88968 
              ||  ||| ||        ||| ||||| |  | | |  ||    |  | ||    |  || 
Sbjct  88897  TT--CATGCAAATGGCCGTTC-CAACTATT-ATTACTAATATGTAATTATTGAAGCAAAA  
88952 
 
Query  88969  CACTTGT-TAATCTCTTTCTCCTTCTACTTTCC--CATCCTCATGATCCACCCTCACCCC  
89025 
              || ||   | | |   ||    ||  |  |     ||     || | | ||| || | |  
Sbjct  88953  CAATTCAATGACCAAATTAATGTTAAAAGTGAAAACAAATAGATCAACAACCTTCTCGCG  
89012 
 
Query  89026  TATCTTCCACACATTTTCTATCAGTTTAGCATTTG-TCTTTTGGTACGACCACTGAGGAA  
89084 
              || |||    | || ||  |   |  ||   |||| ||  ||  ||||    || |  |  
Sbjct  89013  TAGCTTGAGTAGATCTTAAAATTGGATA---TTTGCTCAATTAATACG----CTTATAAT  
89065 
 
Query  89085  ACACCACCATGGGCACCCCCGAAACCTAGCTCTCCATGGTCGAATTCCAACCACAGTGCG  
89144 
533 
 
              | |  |  |           | | ||||| |||  |||    | ||    || |  ||   
Sbjct  89066  ATAGTAGTA-----------GTAGCCTAGATCTAGATGC---AGTTTGTCCCGCGTTGTA  
89111 
 
Query  89145  -TCACAAAACAACCCACTGAACCTCCACCTGAGAACAACACTTCAC----CAACTTCCCC  
89199 
               | | | || |   ||| |||     |  ||||| ||    |   |    ||| ||| || 
Sbjct  89112  ATTAAATAAAATATCACGGAATTATTA--TGAGAGCATTGGTGAGCATGACAATTTCACC  
89169 
 
Query  89200  TTCTCTTCCAACT----CCTCTCAAA--CACACCTCCTCCCCTTCTTCTTCCTCTTTCAC  
89253 
                       ||      | |   |||  || |  |      || |   |   |  || |  
Sbjct  89170  GGAAAAAAAAAAGTGAGCATAATAAAGTCATAAATTAAAAACTACAGGTAGGTAATTGAG  
89229 
 
Query  89254  T-CTAATCACCCACAAGAATGGAA-----AACCAGAATCTAACAAA-GCACTTGCAATTT  
89306 
                || || ||    |||   |||      |||| | || ||||| | ||  ||| ||    
Sbjct  89230  GACTTATAACTTGGAAGTTGGGACGTGCCAACC-GCATATAACATACGCGATTGAAAGA-  
89287 
 
Query  89307  CCTCCGTTTG----TCTCTTAGACAA---CACAAAGTAGCTCCCAAATG--AAATGTAAA  
89357 
               |||  |||     |  ||| | |||   ||| ||     | || ||||  | || |||  
Sbjct  89288  -CTC--TTTACAAATGGCTTTGGCAATGGCACCAA-----TGCCCAATGGGAGATTTAAG  
89339 
 
Query  89358  CCACGGACTTGTCTTCCTTTGAGTCAAGCCACTCAACGTAACCATT-TGAAACCGGTAAC  
89416 
               || |          ||    | |||| || || ||  ||   ||| |||||    |||  
Sbjct  89340  TCAAG----------CCCAACA-TCAA-CCTCTGAAATTATGAATTATGAAAT---TAAA  
89384 
 
Query  89417  AAGTCACCACCCAAGGAAGTATCTTCGGGGTCCTTTCCATCCAAGAATTATATATATATA  
89476 
              | |    |  || || ||||    | |       || ||||      | || |||||  | 
Sbjct  89385  ATG----CTTCCTAGTAAGTGAACTAG-------TTGCATC------TCATTTATATC-A  
89426 
 
Query  89477  TATATATATATATATATATATATATATATATATATATATATATATAAGAGTACAAATAAA  
89536 
              || || |  |  ||    | | | |    || | ||  || |  |  | | |    | || 
Sbjct  89427  TAAATTTCGAACTACGACTTTCT-TGGCCATGT-TAG-TAAAGTTTGGGGGATTGTTCAA  
89483 
 
Query  89537  ATATATGTGAACTCAT-CAT-TTAGTCTTATCATTTTATTTACTAC-TTGTAT-------  
89586 
              | ||  ||| | |  | ||  ||| |||    ||| | | | |||  |||| |        
Sbjct  89484  A-ATTGGTGGAGTGGTTCAGCTTAATCTCCAAATTATTTGTTCTAAGTTGTTTTGGTAGG  
89542 
 
Query  89587  -AAATTAAATAGATATGCTTGTCAAGGAGAGCCAACAAACATGCACGATAT-ATAGAAAC  
89644 
               |  || |||   | | ||  ||  ||  |   || ||  ||    ||||  |||  ||| 
Sbjct  89543  CAGGTTTAATTTTT-TCCTGATCCTGGGAA---AAAAATTATT---GATACCATATTAAC  
89595 
534 
 
 
Query  89645  -TATATTCAA-ATTTTAGTGCAATTATAATGCATCATATGTGCTTACTTGGAT--CTTGT  
89700 
               | | || |  ||  ||    | || | ||| || ||| |  || | | || |  |||   
Sbjct  89596  ATCTCTTGACGATGCTACGAGATTTCTCATG-ATTATA-GAACTGAGTAGGGTGGCTTAA  
89653 
 
Query  89701  ---GTTTAACTTCAACAAATATGCACGATAGAAACTAGATTCAAATTTTAGGTTCCATAG  
89757 
                 |||| | || || | |||      ||   | | | ||| ||   || |||    ||| 
Sbjct  89654  AAGGTTTTATTTTAA-ATATA------ATTTCACC-ACATTGAA---TTGGGTAT--TAG  
89700 
 
Query  89758  TA---TTTTTACATGAAATTATTTAA-GTGTCTGATATAATCATACATGTTATTTTTATT  
89813 
              ||   |  ||||  | |    | ||| |||   || |  || ||| ||||| ||| ||   
Sbjct  89701  TAAACTGGTTACTGGTATGCCTGTAAAGTG---GACA--ATGATAAATGTT-TTTATAGA  
89754 
 
Query  89814  ATTT---ATGGGGTTTAATTTAATTT---TACAAAA-----AAAAGGTATTACAATGTAC  
89862 
              | ||   ||||  |||||  ||  |    || ||||     |||||| |  ||  || || 
Sbjct  89755  AGTTGGTATGGATTTTAAAATAGCTCATGTATAAAATGTGAAAAAGGAA--ACG-TGAAC  
89811 
 
Query  89863  AAATATTC-ACTAGTTGCATATTCAATCTTAAAATTTATTTGAAAATTCATCAATCA---  
89918 
               || || | | || |   | ||  |  ||  ||||| |||  ||| || |   || |    
Sbjct  89812  TAAAATGCTAATAATAAAAGATAAAGACT--AAATTAATT--AAAGTTAAAGGATAAAAT  
89867 
 
Query  89919  GCTTGTT---TGGATTTTGTGTTTAG-----CTATCATATATAGCA-ACTAAAA------  
89963 
              |||||||   |  | |   | |  ||     |||| | |    ||| | |||||       
Sbjct  89868  GCTTGTTACATCAAGTCATTTTAAAGGTGCACTATTAGAGGCTGCACAGTAAAAGTTAAC  
89927 
 
Query  89964  -----TATATTTT--AATTTGT-----GTG---TATGTTTT-ATTTCATAG---------  
89998 
                   ||||||||  ||  |||     ||    ||  |||| | || || |          
Sbjct  89928  ACTGATATATTTTTAAAGATGTTCTTAGTTAAATAGCTTTTGACTTGATGGGGTGAAGAC  
89987 
 
Query  89999  -----------TT  90000 
                         || 
Sbjct  89988  ACAAGAGGTTGTT  90000 
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Query  90001  AATTATAAATTGACTTACGTGATGCTATAACTAAGGTATGACCTTGCAAGTTATTAATTA  
90060 
                ||   |  ||| ||   ||  |||  |       ||||  | |||  | |         
Sbjct  90001  G-TTGCGATGTGATTT---TG--GCTGAA-------TATG--CATGCCTGCT--------  
90037 
 
Query  90061  GTGTATATGGAATTAAAGTATTTATTTGATAGTTATTTGAAATGATATTTTATAAATATG  
90120 
                | | || || || |         ||| ||   | |  |||| | ||   ||| |  |  
Sbjct  90038  --GAACATTGACTTCA---------TTGTTA---AATCAAAATTA-ATCCCATAGACCT-  
90081 
 
Query  90121  TGTGAATTGGTTATCATCCTTTAGGAAGTAATGACAATTTATGTTTTATTTTGAGAATTG  
90180 
                   ||||  ||| ||  || |||   |     ||||||       ||      || |  
Sbjct  90082  -----ATTG--TATTAT--TTAAGGGGAT-----CAATTTC------AT------AAATC  
90115 
 
Query  90181  AATATGTACGAGACACCTTCATTTGGGATGGAGATGAAGTTATAGATACCTCCATCTAGG  
90240 
              || || ||         ||  || ||||   | |  | ||| ||| ||  |||    ||  
Sbjct  90116  AAAATTTA---------TTGGTTGGGGAAAAAAACAATGTT-TAG-TAGTTCCC---AG-  
90160 
 
Query  90241  ATGAAGAAGAGATTTTGAATACTTTCATATATGATAAGAAAAGCAGTGAGACATTACTGC  
90300 
                                      ||||||    | |||||               || | 
Sbjct  90161  ------------------------TCATAT----TCAGAAAC--------------CTAC  
90178 
 
Query  90301  ATGAATATGAACTCATAGACCATTTGAAGAATCTGAGACTCACACTAATTCTGAGAACCA  
90360 
              |  |||   |||| ||   |||| |                    ||||     ||| || 
Sbjct  90179  A--AATT--AACT-ATCCCCCATGT--------------------TAAT-----GAAGCA  
90208 
 
Query  90361  AAGAGTTAAATCTAGTGACTCTGGAAATCACAACATATGTTAGTGATAATTGTTTGTTCA  
90420 
              | | ||        | ||    |||||              ||| |  ||           
Sbjct  90209  AGGTGTGG------GGGAA---GGAAAG-------------AGTCAGCAT----------  
90236 
 
Query  90421  AGAATTGAATGCAGTGAAGTGTTGATGTTTATTTACTTGAATATTTTTTGTTTTGTTGTG  
90480 
                         |||||||||   || |    ||    |||     |||||       ||| 
Sbjct  90237  -----------CAGTGAAGTAGAGAGGGGGGTTGG--TGA-----TTTTG-------GTG  
90271 
 
Query  90481  TGAATAAATTTGTGATCATTTTATAACTATATATATGTATGTGTGCATTTAATTTATTGT  
90540 
               ||||||||| |              ||||||         ||  |               
538 
 
Sbjct  90272  GGAATAAATTGG--------------CTATAT---------TGCCC--------------  
90294 
 
Query  90541  TGCGAATATCATGGTTGAATTTTTTTATTATTATCTGTTGCAACCTACCCTTCGACGGGA  
90600 
                                                      | ||| |||  |||       
Sbjct  90295  ----------------------------------------CCACCAACC--TCGT-----  
90307 
 
Query  90601  GGGGTGAGGCGAGACTCAAGGATGCGTCTTCCAAAAAGAAAAACACGCGGGAGTCGCCAC  
90660 
                                    |||   | ||||| |                   |||  
Sbjct  90308  ----------------------TGC---TACCAAATA-------------------CCAA  
90323 
 
Query  90661  CAACGTTTATTCGAGGAAAACGTTAGAAAAACCAAAAGGGGGATCTGCGAATTTTGAAAA  
90720 
              ||||  | | ||       ||                        || |||||  ||||  
Sbjct  90324  CAACACTGACTC-------AC------------------------TGAGAATTGGGAAA-  
90351 
 
Query  90721  TAAGGGTACGGGAGTTATTTACGAGCGAAAAAGGTATTAACACCCCACGTGTTCGTCACA  
90780 
                                        ||||      |||| |||  | || ||        
Sbjct  90352  --------------------------GAAAC-----TTAAAACC--AAGTCTT-------  
90371 
 
Query  90781  GGGGACGACAACCTTTAATCGAATGTGCAAAAACGTGACTTCAATATTACTTATTTTCCC  
90840 
                                        |||     ||||| |       ||           
Sbjct  90372  --------------------------GCA-----GTGACGT-------AC----------  
90383 
 
Query  90841  TTTTTATGCTTCTTTATTTTTTCGGGTCGACAAAGGCGTTGCCCTTGCTCCTACGTATCC  
90900 
                   ||||                                                    
Sbjct  90384  -----ATGC---------------------------------------------------  
90387 
 
Query  90901  TCAAGTGCGATGAGAAACTCAGACCTACATAGTTCTTAAAACAAGAAAATTGCGTGTCGA  
90960 
                 ||||   || | |  ||| || | ||   |||      ||   ||||||         
Sbjct  90388  ---AGTG---TGTGCA--TCACACATTCAGGTTTC------CAGTCAAATTG--------  
90425 
 
Query  90961  GTTGATTTTAAACTTTTGAAAAGTTCATTCGAACCAACAAAAATAAAAGAGACCATTAAG  
91020 
                      ||                    ||||      |||| ||        ||    
Sbjct  90426  --------TA--------------------GAAC------AAATGAAT-------TT---  
90441 
 
Query  91021  GCCTTGGACCTTGAACGGATTTAAGT-GAATTTTGCGGATAAAAAGCTCGGTTACATGTT  
91079 
                ||||   ||| |||    |||||| ||| |||      || |||             | 
Sbjct  90442  --CTTG---CTTTAAC----TTAAGTTGAAGTTT------AAGAAG-------------T  
90473 
 
539 
 
Query  91080  GATTTTAACTTGATTTCACTTATTAAACTTCAAACTAATTAAAAGATGTTTGGTGACGTA  
91139 
              ||    | ||                                  |||| ||| |       
Sbjct  90474  GA----AGCT----------------------------------GATGCTTGTT------  
90489 
 
Query  91140  AATGACCGGTCAAAACTCACTTTACCAAAAGAAAATAGATTACAAATAGTAGAAGAATGA  
91199 
                                  |||                               |||||| 
Sbjct  90490  --------------------TTT-------------------------------GAATGA  
90498 
 
Query  91200  GATGAAGATGCATGAATCGACAAAGAAGACCCTTATGGGTGCATAGATTGAATTGAAATA  
91259 
                                   ||||     |||| ||     |||| ||||  || ||   
Sbjct  90499  ---------------------AAAG-----CCTT-TG-----ATAGTTTGA--TGTAA--  
90522 
 
Query  91260  CTTAAAATAAATACTAACCGGATGACGAACGAAGAACGATGTGAAAATCGATTACGATCG  
91319 
                                                                           
Sbjct         ------------------------------------------------------------   
 
Query  91320  TGATTCGGTAGCACCTCGACCTTGTTTTTCCTTTATTTCTTCTTCTTTTCTTCAAATTTC  
91379 
                        |||            ||||||                      ||||||  
Sbjct  90523  ----------GCA------------TTTTCC----------------------AAATTTA  
90538 
 
Query  91380  ACTAAATCCTTTCAATATTTGAAGGTTGAACCCTTTCTTTCAGCCCCTCATGCCTATTTA  
91439 
              |||     ||| | ||  ||||                  |||        ||| |||   
Sbjct  90539  ACT-----CTTCCCATGCTTGA------------------CAGA-------GCCAATT--  
90566 
 
Query  91440  TAGGAAATGAGGGGACTTAGTTGATCTGGAGCTCACCCAAGCGAGCTG--TTGCTTCAAC  
91497 
                                                    |||| | |||  ||| |  ||| 
Sbjct  90567  --------------------------------------AAGCTAACTGGTTTGAT--AAC  
90586 
 
Query  91498  CTGAAGTAACCTTGCTCGTCCAGGCGAGCTAGTTACTTCACCCCTAAACTATTTAGGGGC  
91557 
                 |||||| |||               |||              || ||||         
Sbjct  90587  ---AAGTAAACTT---------------CTA--------------AATCTAT--------  
90606 
 
Query  91558  CTAGGTGAGCCAGAGACTAGCCTGAGCGAGTCAGGGGTCTGAAAAAGCCTCAAAATGATC  
91617 
                                         ||||                       ||||   
Sbjct  90607  ---------------------------GAGT-----------------------ATGA--  
90614 
 
Query  91618  CTTTTGTCCTTCCATTTGGGCATTTTTTGCATTCTTTACTGAAATGTCGAATAATCTTCC  
91677 
                   || | | ||     |||       ||  ||||              ||| |     
540 
 
Sbjct  90615  -----GTGCATGCA-----GCA-------CAC-CTTT--------------TAAAC----  
90638 
 
Query  91678  GTCTTACATAGCAACTGGTGTCGAACAATTCAATTTGACAATGGAGAATCAAAACGTTGA  
91737 
                   ||| ||| |||| | |        ||  ||| |          |||| |       
Sbjct  90639  -----ACA-AGCCACTGTTTTG-------TCTTTTTTA----------TCAACA------  
90669 
 
Query  91738  CGAATGATAGTCCTAGTACGAAATTAGGATATGACATTATTAAGAGAATTAAAAACTTAC  
91797 
               ||| || | ||||| ||          |||  ||| ||        || || | |     
Sbjct  90670  -GAAAGAGAATCCTACTA----------ATA--ACACTA--------ATCAAGATC----  
90704 
 
Query  91798  TTTTTTGTTACTTTAACTTTGTAAATGTTTATATTTAAGAATAAAATTATTTATTTATAT  
91857 
                    | | || |   ||| |    |||||| |||   ||||||                
Sbjct  90705  ------GCTGCTCT---TTTCT----GTTTATTTTTCTTAATAAA---------------  
90736 
 
Query  91858  AATTAAATATTTATTATAATACTTGACATATTTTCAACCATTGAAATTTTTAGATTTTTA  
91917 
                |||| | ||| || |  ||||              ||  ||                  
Sbjct  90737  --TTAACT-TTTGTTTTG-TACT--------------CC--TG-----------------  
90759 
 
Query  91918  TTTTATACATTTTTCTCACTTAACGTAGAGCGTTACATATACTTTTTTAATGTTTTG-AT  
91976 
                ||| |||        |||         ||      | || || ||| |||| ||| || 
Sbjct  90760  --TTAAACA--------ACT---------GC------TCTATTTGTTTCATGTGTTGCAT  
90794 
 
Query  91977  GATGTAACATACTATTTAATCTCGTGATTATAATGCAAAAGCATTAGCTAGCTAGCATTT  
92036 
               |  ||||||  | |||| || | |   || || ||||||   ||  |||           
Sbjct  90795  TAAATAACATGGT-TTTATTCACATC--TACAA-GCAAAA---TTTCCTA----------  
90837 
 
Query  92037  GAACGCAATTCTTTCAGGTAACTTATAGTTATAAGTTCTAATTAAACATAATTTATTTCA  
92096 
               ||                ||||    || |                || || ||      
Sbjct  90838  -AA----------------AACT----GTGA----------------ATGATGTAG----  
90856 
 
Query  92097  AAGTTCAAGACAATGCTATATTTAACTATTTATGAAGGTTATCATACTAAGGTAAAACGT  
92156 
              |||  |||| ||                ||||||                           
Sbjct  90857  AAG--CAAGTCA----------------TTTATG--------------------------  
90872 
 
Query  92157  CTTTTTATGTTTTAACAGGAAGCAAGAATAAATGTATTTTTTTCTTGGATGGAGAAAGAA  
92216 
               |||| |  ||           || | ||   || | ||| |            || |   
Sbjct  90873  -TTTTGAAATT-----------CACGCAT---TGGAGTTTCT------------AACGCC  
90905 
 
541 
 
Query  92217  TAATAGGCCATGCATCTCTTCGTAATGGAATGATCTTACATCATCAATTTTTACTGAGAT  
92276 
               ||    |||  ||         || || |  ||        || |||          || 
Sbjct  90906  CAA----CCAACCA---------AACGGTA--AT--------ATGAAT----------AT  
90932 
 
Query  92277  CCAACATGTTGTGGCCAGGGAAGTTGTTAAGGTGAAATAAAATAGAATGAAAGGCA-AAT  
92335 
              |     |||| |||                     || ||| ||||||  | | || ||| 
Sbjct  90933  CG----TGTT-TGG---------------------AACAAATTAGAATTTAGGACATAAT  
90966 
 
Query  92336  ATTTGA-ATTAAATTATTTGTTAGGTAAGGTTTGTCTAAGAATAAAATAACTAAAATTTA  
92394 
               ||| | || | | ||  ||||||| ||  |||| ||                   |||| 
Sbjct  90967  TTTTCACATCAGAATAAATGTTAGG-AATTTTTG-CT-------------------TTTA  
91005 
 
Query  92395  AGTTCTAGGTTTACCAATAAAAAATATTTTTTTATTAGTTTTTATAAAAAAAAAAGTCTC  
92454 
               |||     |||  || ||||| |   |  |||||  ||| ||              ||  
Sbjct  91006  CGTT-----TTTCGCATTAAAATAATGTGATTTATCGGTTGTTC-------------CTG  
91047 
 
Query  92455  ATATTTTGACAAAAATATCATATATGATGTCAAAAAGGCCAAAAGGTTTTTTTAAAA--C  
92512 
              |       |||| ||   |||    ||||| |                 || |||||  | 
Sbjct  91048  A-------ACAATAAC--CATC---GATGTAA-----------------TTATAAAATTC  
91078 
 
Query  92513  TAATTTTTAGGTTTCCTTTATCATTGAGTCAGCTTCTATGTAAGGTACGAGAAAAAAAAG  
92572 
              |||||| |      |||  ||| | | |    | ||     || || | ||  |||     
Sbjct  91079  TAATTTGT------CCT--ATCCTGGGG----CGTC-----AACGTCC-AGCCAAA----  
91116 
 
Query  92573  ATGGTTACTAAAAATACTATTTTGACCTTGTACATGATATTTTACTAATTCTATGATTTG  
92632 
               ||  ||   | | |  |||| |||   |||| |  | |||      |||  || |||   
Sbjct  91117  -TGCGTA---ACATT--TATTCTGA---TGTAAA--AAATT------ATT--ATTATT--  
91155 
 
Query  92633  GCTATTTCATCAATAAACTCTATTATGAACCATAAAACAAAAATAAACAAAAAGGGGGGA  
92692 
                                   |||||              | ||||               
Sbjct  91156  ---------------------ATTAT--------------AGATAA--------------  
91166 
 
Query  92693  GGGGAGCATATGTACCAAAAGAAGACCACAAGCGAGCTTAAAAAAAGAAGCATGCCCTAT  
92752 
                                                    |||||             ||   
Sbjct  91167  --------------------------------------TAAAAT------------CT--  
91174 
 
Query  92753  GATGGTAAGATTGTTCCATGCAGTGATTGGCAAGGAAACCAGAAAGCATGCAAGCTTTGG  
92812 
                         |||||| || |        |||   |||||  ||            ||  
542 
 
Sbjct  91175  -----------TGTTCC-TGAA--------CAAT--AACCATCAA------------TGT  
91200 
 
Query  92813  AAATATGAATAGGGAAACCAGATCCAGATGCATTGATTGCATATATTGGTGACAAAAAAT  
92872 
              || ||| ||                      ||||| | | || | |     |||||    
Sbjct  91201  AATTATAAA----------------------ATTGAAT-CTTAGACT-----CAAAACTA  
91232 
 
Query  92873  GTTAGGCAAATTAAGTAGCGAATCCCGTTTGGATAGTGACAAGTATGTGCCAACTACCAA  
92932 
              ||||      ||||        ||     ||||     |||| | | |    |||   || 
Sbjct  91233  GTTA------TTAA--------TC-----TGGA-----ACAA-TGTTT----ACTCAAAA  
91263 
 
Query  92933  CGTAAGATGTTAATTAGAGTTTTACATGAAACTACGAATAATCTATACCTACTGCAGGAC  
92992 
              | || | | |||||   | |||||  | ||  |  |||  || | |               
Sbjct  91264  C-TA-GTTATTAATAGTATTTTTAAGTTAATTT--GAA--ATTTTT--------------  
91303 
 
Query  92993  TATGAGGGACGGAAAATTAAACCTCAGTGTGCAGGGTGTGGAAATGCTATTAAGCGTGAG  
93052 
              | |  ||  ||     ||||||                   |||| |||          | 
Sbjct  91304  TTTTCGG--CG-----TTAAAC-------------------AAATACTA----------G  
91327 
 
Query  93053  ATTTTGCAATTATGACTTTTGTTGCGTGTTTACAAATTTTCTTATTCTGATTTGTGCCAT  
93112 
              || ||     ||| |||              |||||| ||        ||||  ||  || 
Sbjct  91328  ATGTT-----TAT-ACT--------------ACAAATATT--------GATTATTG--AT  
91357 
 
Query  93113  TATTTTCTATAAGCAATTATGTTCAGCTTGGGACTTGAACATAGCTTAATGGCCTTCATG  
93172 
              |||       ||   |||                                           
Sbjct  91358  TAT-------AA---ATT------------------------------------------  
91365 
 
Query  93173  TATAAACAATATATGATAACAAAATTAAAAGAAAAAAAAAAAAAAACAACTTCCAGCTAG  
93232 
              ||||||       || ||| ||||        ||||||| | |||||||            
Sbjct  91366  TATAAA-------TGTTAAAAAAA--------AAAAAAAGAGAAAACAA-----------  
91399 
 
Query  93233  GCACCAAAAGATTGTAATGGAGCTTTGAAGAGCATAAATTATTGCGTTATCAGTATAAGA  
93292 
                      ||| |            |||||           |||                 
Sbjct  91400  --------AGAAT------------TGAAG-----------TTG----------------  
91412 
 
Query  93293  TGGACGATTGTGTTGAATTTATGCACTAAACTGCAGAATCACTATTTTTTTTTATTGAAA  
93352 
              |||    ||| || |           |||||  ||| | ||                    
Sbjct  91413  TGG----TTG-GTAG-----------TAAAC--CAGCACCA-------------------  
91435 
 
543 
 
Query  93353  TGGCCTTTATGGACGATTAAGTGATGATATTATGATTGAAAATTAGCGATAATCACGACC  
93412 
               |||      | ||    |||||  || |  ||         |||             || 
Sbjct  91436  -GGC------GAAC----AAGTG--GACACAAT---------TTA-------------CC  
91460 
 
Query  93413  TCATCATATTTAGAAAAGGAAAAGTTGCCCTTTTCCATTAGCTGTTTGTCATCACTTAAC  
93472 
              |                  | ||||                                ||| 
Sbjct  91461  T------------------ACAAGT--------------------------------AAC  
91470 
 
Query  93473  TGCAGAATCACTATTTTTTTGGTAACCAATTGATCTCCTCAGCGGATGTTTTTCATCTAC  
93532 
              |                      ||||||       ||     ||| |     ||    | 
Sbjct  91471  T----------------------AACCAA-------CC-----GGAAG-----CA----C  
91487 
 
Query  93533  ATAAAGATTAAATTTTTGGCCACTACTTAAGAGAAAATATATATATCAATTATAACACAA  
93592 
              |                ||| || ||                   ||  ||    ||||  
Sbjct  91488  A----------------GGCTACAACGG-----------------TCCTTT----CACA-  
91509 
 
Query  93593  AATTACTACTCATGGAGTCATGGCTCATTTAGATATTTTTAAATTTCAAACTAATATAGA  
93652 
                      | |  ||  |||  |||            ||||||     ||| || | | | 
Sbjct  91510  --------CCC--GGTCTCAAAGCT------------TTTAAA-----AACGAACACATA  
91542 
 
Query  93653  AGAAATTTCACTTGATTCTCAGTCATGCAAATGCAATAATAGAAAAGAAAAATGAAACGG  
93712 
               | | |  ||| |  ||| || ||   ||  | ||| ||                      
Sbjct  91543  CGCACT--CACAT--TTC-CATTC---CACCT-CAACAA---------------------  
91572 
 
Query  93713  ACAGGAAAATTCAAAAACGGAAAAGCTGATGTGACAGCCATATGGTCAAACTTCAACATC  
93772 
              |||        ||| |||               ||          ||              
Sbjct  91573  ACA--------CAACAAC---------------AC----------TC-------------  
91586 
 
Query  93773  ATCTAAAAAAGCCCTTAGATTCTTATCCGAAGAGCCACCTTCCTTGACAGCTTCCCTGGC  
93832 
               |||                 ||| ||                      |||  | |||| 
Sbjct  91587  -TCT-----------------CTTCTC----------------------GCT--CTTGGC  
91604 
 
Query  93833  CAGTCCCCTCCACTTTTCTGCATTGTTTCTCAATTCTTGTCCTTTCTCTCCACTCCCCAT  
93892 
                           ||||| ||             ||||            ||||| |    
Sbjct  91605  -------------TTTTC-GC-------------TCTT------------CACTCAC---  
91622 
 
Query  93893  CACCTCTTCCAAACACCGCCTAATTTCTTCATTTTCTACTATGCCATCCTCATTCACCTG  
93952 
                  |||                      ||||                 ||||||     
544 
 
Sbjct  91623  ----TCT----------------------CATT-----------------CATTCA----  
91635 
 
Query  93953  TTTATCCACTCTCACCCCTGTCTTCCACACATCTTCTATTAGCTTCGCATTAGTCTTCTG  
94012 
              |||  ||||            | | ||   |||              || ||  | | || 
Sbjct  91636  TTT--CCAC------------CGTTCATGGATC--------------CAGTAAGCGTGTG  
91667 
 
Query  94013  TTCCACCCACTGAGGAAATGCCACCATAGGAACCCCAGATGCCAAGCTTGATATCGAATT  
94072 
                         | | ||    |||                |||   ||||    |||    
Sbjct  91668  -----------GGGTAA----CAC----------------GCC---CTTGG---CGA---  
91687 
 
Query  94073  CCTGCAGCCCGGGGGATCCACTAGTTCTAGAGCGGCCGCCACCGCGGTGGAGCTCCAATT  
94132 
                       ||| |||||| | || || |    | || | | || |  ||||    ||   
Sbjct  91688  ---------CGGTGGATCC-CGAGATCCAT---GACCTC-ATCGAGAAGGAG----AAG-  
91728 
 
Query  94133  CGCCCTATAGTGAGTCGTATTACAATTCACTGGCCGTCGTTTTACAACGTCGTGACTGGG  
94192 
              ||||         |||       |||      |||| ||                    | 
Sbjct  91729  CGCC---------GTC-------AAT------GCCG-CG--------------------G  
91745 
 
Query  94193  AAAACCCTGGCGTTACCCAACTTAATCGCCTTGCAGCACATCCCCCTTTCGCCAGCTGGC  
94252 
              ||                       |||      ||| |||| ||  | ||  | ||    
Sbjct  91746  AA-----------------------TCG------AGCTCATCGCC--TCCGAGAACTT--  
91772 
 
Query  94253  GTAATAGCGAAGAGGCCCGCACCGATCGCCCTTCCCAACAGTTGCGCAGCCTGAATGGCG  
94312 
                                 ||||  ||   ||||           || | |   ||  || 
Sbjct  91773  -------------------CACC--TC---CTTC-----------GCCGTC---AT--CG  
91792 
 
Query  94313  AATGGGACGCGCCCTGTAGCGGCG  94336 
              |                   |||  
Sbjct  91793  A-------------------GGC   91796 
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-239 84/209(40%) 18/209(8%) Plus/Plus 
Query  1    CC-CTCGCGAGTTGGTTCAGCTGCTGCCTGAGGCTGGACGACCTCGCGGAGTTCTACCGG  59 
               || ||  | |  ||| | |  | | ||    |  ||  | | |   | |  ||||   
Sbjct  1    AAGCTTGCATGCT--TTCTGGTT-TCCTTGCCAATC-ACTGCATGGAACAATCTTACCAT  56 
 
Query  60   CAGTGCAAATCCGTCGGCATCCAGGAAACCAGCA-GCGG----CTATCCGCGCATCCATG  114 
            ||  |   || | ||    |  | |   |  ||  | ||    || |  |  |||  ||| 
Sbjct  57   CATAGGGCATGCTTCTTTTTTTAAG---CTCGCTTGTGGTCTTCTTTTGGTACAT--ATG  111 
 
Query  115  CCCCCGAACTGCAGGAGTGGGGAGGCACGATGGCCGCTT--TGGTCGACCTGCAGGGGGG  172 
            | |||   |  |     ||   |     | |    | ||  |  | ||  |    |  |  
Sbjct  112  CTCCCCTCCCCCCTTTTTGTTTATTTTTGTTTTATGGTTCATAATAGAGTTTACTGATGA  171 
 
Query  173  GGGGGCGCTGAGGTCTGCCTCGTGAAG-A  200 
                ||       |     | || ||  | 
Sbjct  172  AATAGCCAAATCATAGAATTAGTAAAATA  200 
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-206 97/221(44%) 42/221(19%) Plus/Plus 
Query  201  AGGTGTTGCTGACTCATACCAGGCCTGAATCGCCCCATCAT------CCAG--CCAGAAA  252 
               |||    |  ||| |  ||   |        ||||| |      |  |  ||  | | 
Sbjct  201  TCATGTACAAGG-TCAAAATAGTATTTTTAGTAACCATCTTTTTTTTCTCGTACCTTACA  259 
 
Query  253  GTGAGG--GAGCCACGGTTGATG-AGAGCT-----TT-GTTGTAGGTGGACCAGTTGGTG  303 
              || |  ||  ||  | | | | | | ||     || |||  |     |||  ||||   
Sbjct  260  TAGAAGCTGACTCAATGATAAAGGAAACCTAAAAATTAGTTTAAAAAAAACCTTTTGGCC  319 
 
550 
 
Query  304  ATTTTGAACTTTTGCTTTGCCACGGAACGGTCTGCGTTGTCGGGAAGATGCGTGATCTGA  363 
             ||||||  |  |  | ||  |        | |   |||||   || ||  | ||  |   
Sbjct  320  TTTTTGACATCATA-TATGATA--------TTT---TTGTC---AAAATATGAGACTTTT  364 
 
Query  364  TCCTTC----AACTCAGCAAAAGTTCGATTTATTCAACAAA  400 
            |  ||     |||| |  ||||  |  |||| ||        
Sbjct  365  TTTTTATAAAAACTAATAAAAAAAT--ATTTTTTATTG     400 
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-879 527/1114(47%) 228/1114(20%) Plus/Plus 
Query  1    CC-CTCGCGAGTTGGTTCAGCTGCTGCCTGAGGCTGGACGACCTCGCGGAGTTCTACCGG  59 
               || ||  | |  ||| | |  | | ||    |  ||  | | |   | |  ||||   
Sbjct  1    AAGCTTGCATGCT--TTCTGGTT-TCCTTGCCAATC-ACTGCATGGAACAATCTTACCAT  56 
 
Query  60   CAGTGCAAATCCGTCGGCATCCAGGAAACCAGCA-GCGG----CTATCCGCGCATCCATG  114 
            ||  |   || | ||    |  | |   |  ||  | ||    || |  |  |||  ||| 
Sbjct  57   CATAGGGCATGCTTCTTTTTTTAAG---CTCGCTTGTGGTCTTCTTTTGGTACAT--ATG  111 
 
Query  115  CCCCCGAACTGCAGGAGTGGGGAGGCACGATGGCCGCTTTGGTCGACCTGCAGGGGGGGG  174 
            | |||   || |                     ||  ||| ||  |  |            
Sbjct  112  CTCCC---CTCCC--------------------CCCTTTTTGTTTATTTT----------  138 
 
Query  175  GGGCGCTGAGGTCTGCCTCGTGAAGAAGGTGTTGCTGACTCATACCAGGCCTGAATCGCC  234 
                  ||   | ||  || | || |  || || |||| | |           ||| ||| 
Sbjct  139  ------TGTTTTATGGTTCAT-AATAGAGT-TTACTGA-TGA-----------AATAGCC  178 
 
Query  235  CCATCATCCAGCCAG-AAAGTG--AGGGAGCCACGGTTGATGAGAGCTTTGTT-GTAGGT  290 
              |||||  |   || ||| |   | | |  || |||  |  | ||  || || |||    
Sbjct  179  AAATCATAGAATTAGTAAAATATCATGTA--CAAGGTCAAA-ATAGTATTTTTAGTA---  232 
 
Query  291  GGACCAGTTGGTGATTTTGAACTTTTGCTTTGCCACGGAACGGTCTGCGTTGTCGGGAAG  350 
              ||||  |  |  ||||   ||  | | || |   | | | | ||   |  |    ||| 
Sbjct  233  --ACCATCTTTT--TTTT---CTCGTACCTTACATAGAAGCTGACTCAATGATA---AAG  282 
 
Query  351  ATGCGTGATCTGATCCTTCAACTCAGCAAAAG---TTCGATTTATT--CAACAAAGCCGC  405 
                |  | || |   ||    | |  ||||    || |  || ||  || || |   |  
Sbjct  283  ----GAAACCTAAAAATTAGTTTAAAAAAAACCTTTTGGCCTTTTTGACATCATATATGA  338 
 
Query  406  CGTCCC-GTCAAGTCAGCGTAATGCTCTGCCAGTGTTACAACCAATTAACCAAT---TCT  461 
              |    |||||   |   | |  || |     | | | ||| ||| ||  |||   | | 
Sbjct  339  TATTTTTGTCAAAATA---TGAGACTTTTTTTTTATAAAAACTAATAAAAAAATATTTTT  395 
 
Query  462  GATTAGAAAAACTCATCGAGCATCAAATGAAACTGCAATTTATTCATATCAGGA---TTA  518 
553 
 
             ||| | ||| ||    || | | || |  |  |  | ||||||| ||  || |   ||| 
Sbjct  396  TATTGGTAAACCTA---GAACTTAAATTTTAGTT--ATTTTATTCTTAG-AGAAACCTTA  449 
 
Query  519  TCAATACCATATTTT---TGAAAAA---GCCGTT---TCTGT---AATGAAGGAGAA-AA  565 
             | |    ||| |||   | ||| |   ||| ||   ||| |   | |  |    || || 
Sbjct  450  CCTAACAAATAATTTAATTCAAATATTTGCCTTTCATTCTATTTTATTTCACCTTAACAA  509 
 
Query  566  CTCACCGAGGCAGTTCCA-TAGGATGGCA--AGATCCTGGTATCGGTCTGCGAT--TCCG  620 
            ||  ||  | ||   |   | ||||  ||  | |   || |   ||| |  |||  | |  
Sbjct  510  CTTCCCTGGCCACAACATGTTGGATCTCAGTAAAAATTGAT---GGTGTAAGATCATTCC  566 
 
Query  621  ACTCGTCCAACATCAATACAA--CCTATTAAT--TTCCCC-TC---GTCAAAAATAAGGT  672 
            | |   | || |   || ||   ||||||| |  ||| || ||   |  |||||||   | 
Sbjct  567  ATTA--CGAAGAG--ATGCATGGCCTATTATTCTTTCTCCATCCAAGAAAAAAATACATT  622 
 
Query  673  TAT-CAAG-----TGAGAAATCACCATGAGTGACGACTGAATCCGGTGAGAATGGCAAAA  726 
            ||| |  |     ||  ||| ||  |  ||  |||  | |  ||  | || |||  | || 
Sbjct  623  TATTCTTGCTTCCTGTTAAAACATAAAAAG--ACGTTTTA--CC--TTAGTATG--ATAA  674 
 
Query  727  GCTCCA---ATACGCAAACC--GCCTTCTCCCCGCGCGTTGGCCGAT-TCAT---TAAT-  776 
             || ||   |||   |||    || || ||   |  | |||    |  | ||   ||||  
Sbjct  675  CCTTCATAAATAGTTAAATATAGCATTGTCTT-GAACTTTGAAATAAATTATGTTTAATT  733 
 
Query  777  -GCAGCTGGCACGACAGGTTTCCCGACTGGAAAGCGGGCAG-TGAGCGCAACGCAATTAA  834 
             | |  |   || | | ||| || ||  | |  |||  ||  ||   || |   |||    
Sbjct  734  AGAACTTATAACTATAAGTTACCTGAAAGAATTGCGTTCAAATGCTAGCTAGCTAATGCT  793 
 
Query  835  TGTGAGTTAGC-TCAC-----TCATTAGG------CACC--CCAGGCTTTACAC---TTT  877 
            | ||  |||   ||||     | | |||       || |  | |  | ||| |    | | 
Sbjct  794  TTTGCATTATAATCACGAGATTAAATAGTATGTTACATCATCAAAACATTAAAAAAGTAT  853 
 
Query  878  ATGCTTCCGGCTCGTATGTTGTGTG-GAATTGTG-AGCGGATAACAATTTCACA----CA  931 
            ||| |  || ||| || |||  ||| |||   || |    |||| ||| | | |    || 
Sbjct  854  ATG-TAACG-CTC-TACGTTAAGTGAGAAAAATGTATAAAATAAAAATCTAAAAATTTCA  910 
 
Query  932  --GG---AAA------CAGCTATGACCATGATTACGCCAAGCTCGAAATTAAC-------  973 
              ||   |||      ||  ||| |  || | ||    |   |  |||| ||         
Sbjct  911  ATGGTTGAAAATATGTCAAGTATTATAATAAATATTTAATTATATAAATAAATAATTTTA  970 
 
Query  974  --CCTCACTAAAGGGAACA-----AAAGCTGGTA  1000 
              | | | || |   ||||     |||| |   | 
Sbjct  971  TTCTTAAATATA---AACATTTACAAAGTTAA-A  1000 
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Query  1037   AAGCTTTAGCCCGAACTAACATACCTCCTTTGTTAAAGCACTAAAAAACACATCCTCAAT  
1096 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  93370  AAGCTTTAGCCCGAACTAACATACCTCCTTTGTTAAAGCACTAAAAAACACATCCTCAAT  
93311 
 
Query  1097   GAAATCTCTTTCAATACTAATCTACAACAACTTACTAAGATACCTTGTACAAAATACAAA  
1156 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  93310  GAAATCTCTTTCAATACTAATCTACAACAACTTACTAAGATACCTTGTACAAAATACAAA  
93251 
 
Query  1157   TACATTaaaaaatccaaaaaaCTTAGATGCAATCACTTTGGTGTTTTGGACATTGTTCTC  
1216 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  93250  TACATTAAAAAATCCAAAAAACTTAGATGCAATCACTTTGGTGTTTTGGACATTGTTCTC  
93191 
 
Query  1217   CAACCAAAATTAAAATTTCACTTATATAAATATGCAAGCCTTCAATAGAAATTTTATAAC  
1276 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  93190  CAACCAAAATTAAAATTTCACTTATATAAATATGCAAGCCTTCAATAGAAATTTTATAAC  
93131 
 
Query  1277   TTACTTTCCAACTCTGATAAGAGAACAGTACTAAAATTACGTAAGAAAATTCATCTAAGT  
1336 
              |||||||| ||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  93130  TTACTTTCGAACTCTGATAAGAGAACAGTACTAAAATTACGTAAGAAAATTCATCTAAGT  
93071 
 
Query  1337   TCTGCGATGATaaaaaagaaaaagagagagagagagag--GATATAGTCCTAGCCTAAGG  
1394 
              ||||||||||||||||||||||||||||||||||||||  |||||||||||||||||||| 
Sbjct  93070  TCTGCGATGATAAAAAAGAAAAAGAGAGAGAGAGAGAGAGGATATAGTCCTAGCCTAAGG  
93011 
 
Query  1395   AAATCATTTTTATAATCTTATAAATGAGATCTTGTTTCCAATTGAGTTAGTAAAGCAAGA  
1454 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  93010  AAATCATTTTTATAATCTTATAAATGAGATCTTGTTTCCAATTGAGTTAGTAAAGCAAGA  
92951 
 
557 
 
Query  1455   TTTGTATTGTAGCATATAAAAGAGAAGTAAGATCGTTACCAATTCGCACTCCACCAGGGG  
1514 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  92950  TTTGTATTGTAGCATATAAAAGAGAAGTAAGATCGTTACCAATTCGCACTCCACCAGGGG  
92891 
 
Query  1515   CCAAGGCACTGCTATCACCAAAAACAGCGTTCTTGTTAACAGTAATGTTACAGAGATCAC  
1574 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  92890  CCAAGGCACTGCTATCACCAAAAACAGCGTTCTTGTTAACAGTAATGTTACAGAGATCAC  
92831 
 
Query  1575   AGAGTTTCTCCACCTTATACCCTGCAAAACAATCACACAACGAACAAGTCAGATTTATAG  
1634 
              |||||||||||||||||| ||||||||||||||||||||||||||||||||||||||||| 
Sbjct  92830  AGAGTTTCTCCACCTTATTCCCTGCAAAACAATCACACAACGAACAAGTCAGATTTATAG  
92771 
 
Query  1635   ACATTTGTAACAAATCAAAACCAGAAGGTAGAGATCCAATCCTATATATATTACCAGTCA  
1694 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  92770  ACATTTGTAACAAATCAAAACCAGAAGGTAGAGATCCAATCCTATATATATTACCAGTCA  
92711 
 
Query  1695   ATCCAAGAGGTCTCAGATCCCACAAAACAAGATGGTTCTCCGTTCCGCCAGTGACAAGGC  
1754 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  92710  ATCCAAGAGGTCTCAGATCCCACAAAACAAGATGGTTCTCCGTTCCGCCAGTGACAAGGC  
92651 
 
Query  1755   TGTACCCTTTCCCCATCAAGTATTTTCCAAGCGCAACGGCGTTCGCCTTAACCTGCTTCG  
1814 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  92650  TGTACCCTTTCCCCATCAAGTATTTTCCAAGCGCAACGGCGTTCGCCTTAACCTGCTTCG  
92591 
 
Query  1815   CGTAGGCCTTAAACCCGGGCGACGCGGCCTGCTTCAGCGCCACGGCGAGAGCACCGATCT  
1874 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  92590  CGTAGGCCTTAAACCCGGGCGACGCGGCCTGCTTCAGCGCCACGGCGAGAGCACCGATCT  
92531 
 
Query  1875   GGTGGTTGTGGGGCCCACCCTGCAGCGAAGGGAACACCGCGAAGTTAATCTTGTCCTCGA  
1934 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  92530  GGTGGTTGTGGGGCCCACCCTGCAGCGAAGGGAACACCGCGAAGTTAATCTTGTCCTCGA  
92471 
 
Query  1935   AATCATAAACCGCGTTCTCCGGCTGCCCCTTCTTCGGCGGCTTGGGGCCCTTCCGGTAAA  
1994 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  92470  AATCATAAACCGCGTTCTCCGGCTGCCCCTTCTTCGGCGGCTTGGGGCCCTTCCGGTAAA  
92411 
 
Query  1995   AGATCATCCCCGCACGTGGGCCCCGCAAGCTCTTGTGAGTCGTGGTGGTCACAATGTCGC  
2054 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
558 
 
Sbjct  92410  AGATCATCCCCGCACGTGGGCCCCGCAAGCTCTTGTGAGTCGTGGTGGTCACAATGTCGC  
92351 
 
Query  2055   AATACTCGAAGGGGCTGTTCACTTCCTGCGCGGCCACAAGGCCGCTAGTGTGCGCCATGT  
2114 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  92350  AATACTCGAAGGGGCTGTTCACTTCCTGCGCGGCCACAAGGCCGCTAGTGTGCGCCATGT  
92291 
 
Query  2115   CGCAGAGAAGCAATGCTCCGCACTTATCAGCGACTTCCCTGAAACGTTTGTAGTCCCAAT  
2174 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  92290  CGCAGAGAAGCAATGCTCCGCACTTATCAGCGACTTCCCTGAAACGTTTGTAGTCCCAAT  
92231 
 
Query  2175   CGCGAGGGTACGCGCTGCCACCGCAGATTATGAGTTTTGGCCTGAAGTCTAGGGCTTTTT  
2234 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  92230  CGCGAGGGTACGCGCTGCCACCGCAGATTATGAGTTTTGGCCTGAAGTCTAGGGCTTTTT  
92171 
 
Query  2235   CTTCCAAGCGGTCGTAGTCGATGTAGCCGGTGGTGGAGTTTACCTTGTAAGGGAGACTCT  
2294 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  92170  CTTCCAAGCGGTCGTAGTCGATGTAGCCGGTGGTGGAGTTTACCTTGTAAGGGAGACTCT  
92111 
 
Query  2295   CGAAGTAAATGGAGGTGGCGGAGATCTTCTTTCCGCCGGAGGTGTAGTAGCCGTGGGTGA  
2354 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  92110  CGAAGTAAATGGAGGTGGCGGAGATCTTCTTTCCGCCGGAGGTGTAGTAGCCGTGGGTGA  
92051 
 
Query  2355   GGTGGCCGCCGGAGCGGAGATCTAGCCCCATGATGCGGTCGTGGGGGTTGAGGACGGCGG  
2414 
              |||||||||||||| ||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  92050  GGTGGCCGCCGGAGGGGAGATCTAGCCCCATGATGCGGTCGTGGGGGTTGAGGACGGCGG  
91991 
 
Query  2415   TGTAGGCGGCGAAGTTGGCCGGGGAGCCGGAGTAGGGCTGGACGTTGACGCCCCAGGATT  
2474 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  91990  TGTAGGCGGCGAAGTTGGCCGGGGAGCCGGAGTAGGGCTGGACGTTGACGCCCCAGGATT  
91931 
 
Query  2475   GGGCGTCGAGGTGGAAGGCTTGGAGGGCGCGTGAGCGGCAGAGGTTTTCGATCTGGTCGA  
2534 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  91930  GGGCGTCGAGGTGGAAGGCTTGGAGGGCGCGTGAGCGGCAGAGGTTTTCGATCTGGTCGA  
91871 
 
Query  2535   TGTATTCATTGCCGCCGTAGTAGCGGTTGCCCGGCATGCCCTCGGAGTATTTGTTCGTGA  
2594 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  91870  TGTATTCATTGCCGCCGTAGTAGCGGTTGCCCGGCATGCCCTCGGAGTATTTGTTCGTGA  
91811 
 
559 
 
Query  2595   GAGCGCTGCCGAGGGCCTCGATGACGGCGAAGGAGGTGAAGTTCTCGGAGGCGATGAGCT  
2654 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  91810  GAGCGCTGCCGAGGGCCTCGATGACGGCGAAGGAGGTGAAGTTCTCGGAGGCGATGAGCT  
91751 
 
Query  2655   CGATTCCGCGGCATTGACGGCGCTTCTCCTTCTCGATGAGGTCATGGATCTCGGGATCCA  
2714 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  91750  CGATTCCGCGGCATTGACGGCGCTTCTCCTTCTCGATGAGGTCATGGATCTCGGGATCCA  
91691 
 
Query  2715   CCGTCGCCAAGGGCGTGTTACCCCACACGCTTACTGGATCCATGAACGGTGGAAATGAAT  
2774 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  91690  CCGTCGCCAAGGGCGTGTTACCCCACACGCTTACTGGATCCATGAACGGTGGAAATGAAT  
91631 
 
Query  2775   GAATGAGAGTGAGTGAAGAGCGAAAAGCCAAGAGCGAGAAGAGAGAGTGTTGTTGTGTTT  
2834 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  91630  GAATGAGAGTGAGTGAAGAGCGAAAAGCCAAGAGCGAGAAGAGAGAGTGTTGTTGTGTTT  
91571 
 
Query  2835   GTTGAGGTGGAATGGAAATATGAGTGCGTATGTGTTCGTTTTTAAAAGCTTTGAGACCGG  
2894 
              ||||||||||||||||||| |||||||||||||||||||||||||||||||||||||||| 
Sbjct  91570  GTTGAGGTGGAATGGAAATGTGAGTGCGTATGTGTTCGTTTTTAAAAGCTTTGAGACCGG  
91511 
 
Query  2895   GTGTGAAAGGACCGTTGTAGCCTGTGCTTCCGGTTGGTTAGTTACTTGTAGGTAAATTGT  
2954 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  91510  GTGTGAAAGGACCGTTGTAGCCTGTGCTTCCGGTTGGTTAGTTACTTGTAGGTAAATTGT  
91451 
 
Query  2955   GTCCACTTGTTCGCCTGGTGCTGGTTTACTACCAACCACAACTTCAATTCTTTGTTTTCT  
3014 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  91450  GTCCACTTGTTCGCCTGGTGCTGGTTTACTACCAACCACAACTTCAATTCTTTGTTTTCT  
91391 
 
Query  3015   Cttttttttttttt-AACATTTATAAATTTATAATCAATAATCAATATTTGTAGTATAAA  
3073 
              |||||||||||||| ||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  91390  CTTTTTTTTTTTTTTAACATTTATAAATTTATAATCAATAATCAATATTTGTAGTATAAA  
91331 
 
Query  3074   CATCTAGTATTTGTTTAACGCCGaaaaaaaaaTTTCAAATTAACTTAAAAATACTATTAA  
3133 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  91330  CATCTAGTATTTGTTTAACGCCGAAAAAAAAATTTCAAATTAACTTAAAAATACTATTAA  
91271 
 
Query  3134   TAACTAGTTTTGAGTAAACATTGTTCCAGATTAATAACTAGTTTTGAGTCTAAGATTCAA  
3193 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
560 
 
Sbjct  91270  TAACTAGTTTTGAGTAAACATTGTTCCAGATTAATAACTAGTTTTGAGTCTAAGATTCAA  
91211 
 
Query  3194   TTTTATAATTACATTGATGGTTATTGTTCAGGAACAAGATTTTATTATCTataataataa  
3253 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  91210  TTTTATAATTACATTGATGGTTATTGTTCAGGAACAAGATTTTATTATCTATAATAATAA  
91151 
 
Query  3254   taataatTTTTTACATCAGAATAAATGTTACGCATTTGGCTGGACGTTGACGCCCCAGGA  
3313 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  91150  TAATAATTTTTTACATCAGAATAAATGTTACGCATTTGGCTGGACGTTGACGCCCCAGGA  
91091 
 
Query  3314   TAGGACAAATTAGAATTTTATAATTACATCGATGGTTATTGTTCAGGAACAACCGATAAA  
3373 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  91090  TAGGACAAATTAGAATTTTATAATTACATCGATGGTTATTGTTCAGGAACAACCGATAAA  
91031 
 
Query  3374   TCACATTATTTTAATGCGAAAAACGTAAAAGCAAAAATTCCTAACATTTATTCTGATGTG  
3433 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  91030  TCACATTATTTTAATGCGAAAAACGTAAAAGCAAAAATTCCTAACATTTATTCTGATGTG  
90971 
 
Query  3434   AAAAATTATGTCCTAAATTCTAATTTGTTCCAAACACGATATTCATATTACCGTTTGGTT  
3493 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  90970  AAAAATTATGTCCTAAATTCTAATTTGTTCCAAACACGATATTCATATTACCGTTTGGTT  
90911 
 
Query  3494   GGTTGGGCGTTAGAAACTCCAATGCGTGAATTTCAAAACATAAATGACTTGCTTCTACAT  
3553 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  90910  GGTTGGGCGTTAGAAACTCCAATGCGTGAATTTCAAAACATAAATGACTTGCTTCTACAT  
90851 
 
Query  3554   CATTCACAGTTTTTAGGAAATTTTGCTTGTAGATGTGAATAAAACCATGTTATTTAATGC  
3613 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  90850  CATTCACAGTTTTTAGGAAATTTTGCTTGTAGATGTGAATAAAACCATGTTATTTAATGC  
90791 
 
Query  3614   AACACATGAAACAAATAGAGCAGTTGTTTAACAGGAGTACAAAACAAAAGTTAATTTATT  
3673 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  90790  AACACATGAAACAAATAGAGCAGTTGTTTAACAGGAGTACAAAACAAAAGTTAATTTATT  
90731 
 
Query  3674   AAGAAAAATAAACAGAAAAGAGCAGCGATCTTGATTAGTGTTATTAGTAGGATTCTCTTT  
3733 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  90730  AAGAAAAATAAACAGAAAAGAGCAGCGATCTTGATTAGTGTTATTAGTAGGATTCTCTTT  
90671 
 
561 
 
Query  3734   CTGTTGATAAAAAAGACAAAACAGTGGCTTGTGTTTAAAAGGTGTGCTGCATGCACTCAT  
3793 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  90670  CTGTTGATAAAAAAGACAAAACAGTGGCTTGTGTTTAAAAGGTGTGCTGCATGCACTCAT  
90611 
 
Query  3794   ACTCATAGATTTAGAAGTTTACTTGTTATCAAACCAGTTAGCTTAATTGGCTCTGTCAAG  
3853 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  90610  ACTCATAGATTTAGAAGTTTACTTGTTATCAAACCAGTTAGCTTAATTGGCTCTGTCAAG  
90551 
 
Query  3854   CATGGGAAGAGTTAAATTTGGAAAATGCTTACATCAAACTATCAAAGGCTTTTCATTCAA  
3913 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  90550  CATGGGAAGAGTTAAATTTGGAAAATGCTTACATCAAACTATCAAAGGCTTTTCATTCAA  
90491 
 
Query  3914   AAACAAGCATCAGCTTCACTTCTTAAACTTCAACTTAAGTTAAAGCAAGAAATTCATTTG  
3973 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  90490  AAACAAGCATCAGCTTCACTTCTTAAACTTCAACTTAAGTTAAAGCAAGAAATTCATTTG  
90431 
 
Query  3974   TTCTACAATTTGACTGGAAACCTGAATGTGTGATGCACACACTACATGTACGTCACTGCA  
4033 
              ||||||||||||||||||||||||||||||||||||||||||| |||||||||||||||| 
Sbjct  90430  TTCTACAATTTGACTGGAAACCTGAATGTGTGATGCACACACTGCATGTACGTCACTGCA  
90371 
 
Query  4034   AGACTTGGTTTTAAGTTTCTTTCCCAATTCTCAGTGAGTCAGTGTTGTTGGTATTTGGTA  
4093 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  90370  AGACTTGGTTTTAAGTTTCTTTCCCAATTCTCAGTGAGTCAGTGTTGTTGGTATTTGGTA  
90311 
 
Query  4094   GCAACGAGGTTGGTGGGGGCAATATAGCCAATTTATTCCCACCAAAATCACCAACCCCCC  
4153 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  90310  GCAACGAGGTTGGTGGGGGCAATATAGCCAATTTATTCCCACCAAAATCACCAACCCCCC  
90251 
 
Query  4154   TCTCTACTTCACTGATGCTGACTCTTTCCTTCCCCCACACCTTGCTTCATTAACATGGGG  
4213 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  90250  TCTCTACTTCACTGATGCTGACTCTTTCCTTCCCCCACACCTTGCTTCATTAACATGGGG  
90191 
 
Query  4214   GATAGTTAATTTGTAGGTTTCTGAATATGACTGGGAACTACTAAACATTGtttttttCCC  
4273 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  90190  GATAGTTAATTTGTAGGTTTCTGAATATGACTGGGAACTACTAAACATTGTTTTTTTCCC  
90131 
 
Query  4274   CAACCAATAAATTTTGATTTATGAAATTGATCCCCTTAAATAATACAATAGGTCTATGGG  
4333 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
562 
 
Sbjct  90130  CAACCAATAAATTTTGATTTATGAAATTGATCCCCTTAAATAATACAATAGGTCTATGGG  
90071 
 
Query  4334   ATTAATTTTGATTTAACAATGAAGTCAATGTTCAGCAGGCATGCATATTCAGCCAAAATC  
4393 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  90070  ATTAATTTTGATTTAACAATGAAGTCAATGTTCAGCAGGCATGCATATTCAGCCAAAATC  
90011 
 
Query  4394   ACATCGCAACAACAACCTCTTGTGTCTTCACCCCATCAAGTCAAAAGCTATTTAACTAAG  
4453 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  90010  ACATCGCAACAACAACCTCTTGTGTCTTCACCCCATCAAGTCAAAAGCTATTTAACTAAG  
89951 
 
Query  4454   AACATCTTTAAAAATATATCAGTGTTAACTTTTACTGTGCAGCCTCTAATAGTGCACCTT  
4513 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  89950  AACATCTTTAAAAATATATCAGTGTTAACTTTTACTGTGCAGCCTCTAATAGTGCACCTT  
89891 
 
Query  4514   TAAAATGACTTGATGTAACAAGCattttatcctttaactttaattaatttagtctttatc  
4573 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  89890  TAAAATGACTTGATGTAACAAGCATTTTATCCTTTAACTTTAATTAATTTAGTCTTTATC  
89831 
 
Query  4574   ttttattattagcattttagttcacgtttcctttttcacattttatACATGAGCTATTTT  
4633 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  89830  TTTTATTATTAGCATTTTAGTTCACGTTTCCTTTTTCACATTTTATACATGAGCTATTTT  
89771 
 
Query  4634   AAAATCCATACCAACTTCTATAAAAACATTTATCATTGTCCACTTTACAGGCATACCAGT  
4693 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  89770  AAAATCCATACCAACTTCTATAAAAACATTTATCATTGTCCACTTTACAGGCATACCAGT  
89711 
 
Query  4694   AACCAGTTTACTAATACCCAATTCAATGTGGTGAAATTATATTTAAAATAAAACCTTTTA  
4753 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  89710  AACCAGTTTACTAATACCCAATTCAATGTGGTGAAATTATATTTAAAATAAAACCTTTTA  
89651 
 
Query  4754   AGCCACCCTACTCAGTTCTATAATCATGAGAAATCTCGTAGCATCGTCAAGAGATGTTAA  
4813 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  89650  AGCCACCCTACTCAGTTCTATAATCATGAGAAATCTCGTAGCATCGTCAAGAGATGTTAA  
89591 
 
Query  4814   TATGGTATCAATAAtttttttCCCAGGATCAGGAAAAAATTAAACCTGCCTACCAAAACA  
4873 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  89590  TATGGTATCAATAATTTTTTTCCCAGGATCAGGAAAAAATTAAACCTGCCTACCAAAACA  
89531 
 
563 
 
Query  4874   ACTTAGAACAAATAATTTGGAGATTAAGCTGAACCACTCCACCAATTTTGAACAATCCCC  
4933 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  89530  ACTTAGAACAAATAATTTGGAGATTAAGCTGAACCACTCCACCAATTTTGAACAATCCCC  
89471 
 
Query  4934   CAAACTTTACTAACATGGCCAAGAAAGTCGTAGTTCGAAATTTATGATATAAATGAGATG  
4993 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  89470  CAAACTTTACTAACATGGCCAAGAAAGTCGTAGTTCGAAATTTATGATATAAATGAGATG  
89411 
 
Query  4994   CAACTAGTTCACTTACTAGGAAGCATTTTAATTTCATAATTCATAATTTCAGAGGTTGAT  
5053 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  89410  CAACTAGTTCACTTACTAGGAAGCATTTTAATTTCATAATTCATAATTTCAGAGGTTGAT  
89351 
 
Query  5054   GTTGGGCTTGACTTAAATCTCCCATTGGGCATTGGTGCCATTGCCAAAGCCATTTGTAAA  
5113 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  89350  GTTGGGCTTGACTTAAATCTCCCATTGGGCATTGGTGCCATTGCCAAAGCCATTTGTAAA  
89291 
 
Query  5114   GAGTCTTTCAATCGCGTATGTTATATGCGGTTGGCACGTCCCAACTTCCAAGTTATAAGT  
5173 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  89290  GAGTCTTTCAATCGCGTATGTTATATGCGGTTGGCACGTCCCAACTTCCAAGTTATAAGT  
89231 
 
Query  5174   CCTCAATTACCTACCTGTAGTTTTTAATTTATGACTTTATTATGCTCACttttttttttC  
5233 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  89230  CCTCAATTACCTACCTGTAGTTTTTAATTTATGACTTTATTATGCTCACTTTTTTTTTTC  
89171 
 
Query  5234   CGGTGAAATTGTCATGCTCACCAATGCTCTCATAATAATTCCGTGATATTTTATTTAATT  
5293 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  89170  CGGTGAAATTGTCATGCTCACCAATGCTCTCATAATAATTCCGTGATATTTTATTTAATT  
89111 
 
Query  5294   ACAACGCGGGACAAACTGCATCTAGATCTAGGCTACTACTACTATATTATAAGCGTATTA  
5353 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  89110  ACAACGCGGGACAAACTGCATCTAGATCTAGGCTACTACTACTATATTATAAGCGTATTA  
89051 
 
Query  5354   ATTGAGCAAATATCCAATTTTAAGATCTACTCAAGCTACGCGAGAAGGTTGTTGATCTAT  
5413 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  89050  ATTGAGCAAATATCCAATTTTAAGATCTACTCAAGCTACGCGAGAAGGTTGTTGATCTAT  
88991 
 
Query  5414   TTGTTTTCACTTTTAACATTAATTTGGTCATTGAATTGTTTTGCTTCAATAATTACATAT  
5473 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
564 
 
Sbjct  88990  TTGTTTTCACTTTTAACATTAATTTGGTCATTGAATTGTTTTGCTTCAATAATTACATAT  
88931 
 
Query  5474   TAGTAATAATAGTTGGAACGGCCATTTGCATGAAAAAATAGAAGGGCGAGTCATCTGAGT  
5533 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  88930  TAGTAATAATAGTTGGAACGGCCATTTGCATGAAAAAATAGAAGGGCGAGTCATCTGAGT  
88871 
 
Query  5534   CCTATGATTTGAttttttttttCTTaaaaaaaTCTCCCTTTTTATAAATAGAAAACCCAA  
5593 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  88870  CCTATGATTTGATTTTTTTTTTCTTAAAAAAATCTCCCTTTTTATAAATAGAAAACCCAA  
88811 
 
Query  5594   ATAAAAGTTAAAACAATAATTTATGCAATTATCCGAGTGAAAAGGTGCCAATATATTTTT  
5653 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  88810  ATAAAAGTTAAAACAATAATTTATGCAATTATCCGAGTGAAAAGGTGCCAATATATTTTT  
88751 
 
Query  5654   TGAAGAAAAAATAGTTTGATGCATGTCGTCATTATGAAGTAACTATTATGATCATTTGAA  
5713 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  88750  TGAAGAAAAAATAGTTTGATGCATGTCGTCATTATGAAGTAACTATTATGATCATTTGAA  
88691 
 
Query  5714   AAA-GGTCACCACATCTCAGACAGCGGACAACTGAAGCACATGGGTATTTCTTTCTTGGA  
5772 
              ||| |||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  88690  AAAAGGTCACCACATCTCAGACAGCGGACAACTGAAGCACATGGGTATTTCTTTCTTGGA  
88631 
 
Query  5773   TGCATGGGTTAAtttttatttttttGTTACTGATAATATTCTTTTAAATTTTAATCTATG  
5832 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  88630  TGCATGGGTTAATTTTTATTTTTTTGTTACTGATAATATTCTTTTAAATTTTAATCTATG  
88571 
 
Query  5833   AACATGCTCATGTTTCCAGCAGTACTGTACTTTACTTTTGAAAAAGaattattaattatt  
5892 
              ||||||||||||||||| |||||||||||||||||||||||||||||||||||||||||| 
Sbjct  88570  AACATGCTCATGTTTCCTGCAGTACTGTACTTTACTTTTGAAAAAGAATTATTAATTATT  
88511 
 
Query  5893   aattattataattCTCAAATCTTTTTAGTCGTATATTAATTCATTTCCCGGGATCGCTCA  
5952 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  88510  AATTATTATAATTCTCAAATCTTTTTAGTCGTATATTAATTCATTTCCCGGGATCGCTCA  
88451 
 
Query  5953   CTCTTTTACTATGAATGCGAATGAAATGGAAGGCGACttttttttctttgttatttttat  
6012 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  88450  CTCTTTTACTATGAATGCGAATGAAATGGAAGGCGACTTTTTTTTCTTTGTTATTTTTAT  
88391 
 
565 
 
Query  6013   tctcttttctttAAAGAGGAACCAACCGACATAGGTTTTTCAAAGCCTTGAGCTGTACTT  
6072 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  88390  TCTCTTTTCTTTAAAGAGGAACCAACCGACATAGGTTTTTCAAAGCCTTGAGCTGTACTT  
88331 
 
Query  6073   ATGCAGCAAGCTGGTAACGCAAAGCTAATACAAAATGTCCTTAAAAAAGTAATATAAAAT  
6132 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  88330  ATGCAGCAAGCTGGTAACGCAAAGCTAATACAAAATGTCCTTAAAAAAGTAATATAAAAT  
88271 
 
Query  6133   ATCTTTCAAGATTGGGGAAATTTAATTAACATAAATATCTTTTAATTAATTATGATAATT  
6192 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  88270  ATCTTTCAAGATTGGGGAAATTTAATTAACATAAATATCTTTTAATTAATTATGATAATT  
88211 
 
Query  6193   TCATCTTTAAAAAATACTGAAATTCTATTTATAAATTCAGATAAAAATAATATAGATTAA  
6252 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  88210  TCATCTTTAAAAAATACTGAAATTCTATTTATAAATTCAGATAAAAATAATATAGATTAA  
88151 
 
Query  6253   ACACATATTATTTATTAGAGACAATCTTATTTGAAGCACATTCGATTTTTATAGGTGAAA  
6312 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  88150  ACACATATTATTTATTAGAGACAATCTTATTTGAAGCACATTCGATTTTTATAGGTGAAA  
88091 
 
Query  6313   AAATTTTGATACTCATTCTCATGACT-AAATTCAAAATTATTAATTAAGTTGAAATAATT  
6371 
              |||||||||||||||||||||||||| ||||||||||||||||||||||||||||||||| 
Sbjct  88090  AAATTTTGATACTCATTCTCATGACTTAAATTCAAAATTATTAATTAAGTTGAAATAATT  
88031 
 
Query  6372   CTACACTAATTAATCCATATAATAAGAGGTACAAGAAGACTATAGGTAGGAGGACCTTGA  
6431 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  88030  CTACACTAATTAATCCATATAATAAGAGGTACAAGAAGACTATAGGTAGGAGGACCTTGA  
87971 
 
Query  6432   AGAGGAGATAGAGGAACACTTTGTGTGTAACTTCTTAATCAGGTCAACTAAACACCAATG  
6491 
              ||||||||||||||| |||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  87970  AGAGGAGATAGAGGAGCACTTTGTGTGTAACTTCTTAATCAGGTCAACTAAACACCAATG  
87911 
 
Query  6492   CAACCTACTCTGTCATGTCTCTGATGTTTTCCTTTTGTATGCAAATAACACTCAAGTTTG  
6551 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  87910  CAACCTACTCTGTCATGTCTCTGATGTTTTCCTTTTGTATGCAAATAACACTCAAGTTTG  
87851 
 
Query  6552   ATGTATAGAGTCGATCAGATGGACCAATGACAAATTTAAAGCATGGAAATTTTTATCCAt  
6611 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
566 
 
Sbjct  87850  ATGTATAGAGTCGATCAGATGGACCAATGACAAATTTAAAGCATGGAAATTTTTATCCAT  
87791 
 
Query  6612   tttttttATCAACAAAATAAATTAATCTAAGGATATCTCTATGTATCAGTGCATGTTTGA  
6671 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  87790  TTTTTTTATCAACAAAATAAATTAATCTAAGGATATCTCTATGTATCAGTGCATGTTTGA  
87731 
 
Query  6672   ATTAAAATTTGTAAAAAATATCTTTAGGTCTTATTTCTTTATAACAGAGTTTTGAGACAA  
6731 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  87730  ATTAAAATTTGTAAAAAATATCTTTAGGTCTTATTTCTTTATAACAGAGTTTTGAGACAA  
87671 
 
Query  6732   TTTTAAAAACAACCAAGTGCATGTTTGTTTTATTGTTATAGACGAACTTTTAGGACAAAA  
6791 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  87670  TTTTAAAAACAACCAAGTGCATGTTTGTTTTATTGTTATAGACGAACTTTTAGGACAAAA  
87611 
 
Query  6792   CGAGATTTACAAAAACATTCAGAATCCTGCTTTGCAAAATTGAGTTAGTGATTGTGGATC  
6851 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  87610  CGAGATTTACAAAAACATTCAGAATCCTGCTTTGCAAAATTGAGTTAGTGATTGTGGATC  
87551 
 
Query  6852   ATTTAAATTTATCATAAAATGTAACAAACATCCAAAGATACTCCAATTACTAAAGAACAC  
6911 
              ||||||||||||||||||||||||| |||||||||||||||||||||||||||||||||| 
Sbjct  87550  ATTTAAATTTATCATAAAATGTAACGAACATCCAAAGATACTCCAATTACTAAAGAACAC  
87491 
 
Query  6912   CGATGGGAAGTTGAGTTTTATAAAAACCAATCCAAGAGGATCGATCATCCACAAAAAAGA  
6971 
              ||||||||||||||||||||||||||||||||||||||||||||||||||||||||| || 
Sbjct  87490  CGATGGGAAGTTGAGTTTTATAAAAACCAATCCAAGAGGATCGATCATCCACAAAAA-GA  
87432 
 
Query  6972   CAGGGTGAGACCAACACAAAGATTTAATGCGGTTGCAACACGCCGAGTCGTGCGACGATT  
7031 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  87431  CAGGGTGAGACCAACACAAAGATTTAATGCGGTTGCAACACGCCGAGTCGTGCGACGATT  
87372 
 
Query  7032   CGGTaaaaataaaataaaaaTATCTTCTCAATAATTGTGATTATGCTGTACCAATATTTT  
7091 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  87371  CGGTAAAAATAAAATAAAAATATCTTCTCAATAATTGTGATTATGCTGTACCAATATTTT  
87312 
 
Query  7092   TGGTCGGTTCATCAAATTAATCTCCATGACTGGGGACCAGAGCTTGATTATTTATGTATG  
7151 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  87311  TGGTCGGTTCATCAAATTAATCTCCATGACTGGGGACCAGAGCTTGATTATTTATGTATG  
87252 
 
567 
 
Query  7152   CTGGTTTGTTTCCTTTATTTGATCACATGCACATTCACTTTGCTTGTGTTTTCTTTCATT  
7211 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  87251  CTGGTTTGTTTCCTTTATTTGATCACATGCACATTCACTTTGCTTGTGTTTTCTTTCATT  
87192 
 
Query  7212   TTCAAAAAATGTACAAGTAAATCACCGACACACGCATATTCATAGCGCTGGAGGAGGAGG  
7271 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  87191  TTCAAAAAATGTACAAGTAAATCACCGACACACGCATATTCATAGCGCTGGAGGAGGAGG  
87132 
 
Query  7272   GTTTTGCTTCACTGATATTTTCATTTGGCAATCCACAACGTAGTTAATAGTTAATAGGTC  
7331 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  87131  GTTTTGCTTCACTGATATTTTCATTTGGCAATCCACAACGTAGTTAATAGTTAATAGGTC  
87072 
 
Query  7332   ATACACCAATGAAAATAGCAAATCAGAAGCAACTATGATGACCCCATCTCCCTTGTAGTA  
7391 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  87071  ATACACCAATGAAAATAGCAAATCAGAAGCAACTATGATGACCCCATCTCCCTTGTAGTA  
87012 
 
Query  7392   GTACTCATCAAAATTTTGGGACTTGACTTCTGCAGTCATATTTCACTCATCAAAATATAT  
7451 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  87011  GTACTCATCAAAATTTTGGGACTTGACTTCTGCAGTCATATTTCACTCATCAAAATATAT  
86952 
 
Query  7452   TTTTGTATTTTAAGTGATTAGTGATTTGTTTGAAAA-GGTATTTTTCAATAGTAAAATTA  
7510 
              |||||||||||||||||||||||||||||||||||| ||||||||||||||||||||||| 
Sbjct  86951  TTTTGTATTTTAAGTGATTAGTGATTTGTTTGAAAAAGGTATTTTTCAATAGTAAAATTA  
86892 
 
Query  7511   TAAAATATATATTAATTGAtttttttt--GTTTGAAACAATTCATTACTGTGGACGAAAT  
7568 
              |||||||||||||||||||||||||||  ||||||||||||||||||||||||||||||| 
Sbjct  86891  TAAAATATATATTAATTGATTTTTTTTTTGTTTGAAACAATTCATTACTGTGGACGAAAT  
86832 
 
Query  7569   AAGAAAATAAAGTTAACCAATATATAAATTCAACCATTTCTAATTATAAGATTCCAAAAT  
7628 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  86831  AAGAAAATAAAGTTAACCAATATATAAATTCAACCATTTCTAATTATAAGATTCCAAAAT  
86772 
 
Query  7629   TAATTTGTGTGATAAAAAATAACCATAAAAATAGTTTTCATCACTTCAATAAATTTCTCC  
7688 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||| ||| 
Sbjct  86771  TAATTTGTGTGATAAAAAATAACCATAAAAATAGTTTTCATCACTTCAATAAATTTTTCC  
86712 
 
Query  7689   AACTTACttttttttCGAAACAACTTTTATCGTAGGGGGAAAATAGTTTTATACAAATTT  
7748 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
568 
 
Sbjct  86711  AACTTACTTTTTTTTCGAAACAACTTTTATCGTAGGGGGAAAATAGTTTTATACAAATTT  
86652 
 
Query  7749   GTATGACTTTATTATTAAA-GTAATTGATAATTTTACTGGAATAAGATATATTAAAACTA  
7807 
              ||||||||||||||||||| |||||||||||||||||||||||||||||||||||||||| 
Sbjct  86651  GTATGACTTTATTATTAAAAGTAATTGATAATTTTACTGGAATAAGATATATTAAAACTA  
86592 
 
Query  7808   CTTTTTACTAACATATTCAAATACAAAACCTATTTATATAGTAATTGACTAATTGTTAAA  
7867 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  86591  CTTTTTACTAACATATTCAAATACAAAACCTATTTATATAGTAATTGACTAATTGTTAAA  
86532 
 
Query  7868   CCTATATTTTGACCGGGTTGTTTACGAATAAAAAATGACAttttttttACAGTATTAGTT  
7927 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  86531  CCTATATTTTGACCGGGTTGTTTACGAATAAAAAATGACATTTTTTTTACAGTATTAGTT  
86472 
 
Query  7928   ATTATATTAAAGGATATCaaaatgaaaaaaattaagaaaataaaatgaatgtaaaataga  
7987 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  86471  ATTATATTAAAGGATATCAAAATGAAAAAAATTAAGAAAATAAAATGAATGTAAAATAGA  
86412 
 
Query  7988   ggaaagagaaatgTTAGGaatatattttatttttttatattgataattcataaaaattaa  
8047 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  86411  GGAAAGAGAAATGTTAGGAATATATTTTATTTTTTTATATTGATAATTCATAAAAATTAA  
86352 
 
Query  8048   acttaatttttattttacttatgttacttaattatgcgtcattttattttaCCCATCATT  
8107 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  86351  ACTTAATTTTTATTTTACTTATGTTACTTAATTATGCGTCATTTTATTTTACCCATCATT  
86292 
 
Query  8108   CAACATATAAACATAGCATAATTATCTAAATTTTAGCAAATATTTTTCTCTATCTAATAA  
8167 
              |||||||||||||||||| ||||||| ||||||||||||||||||||||||||||||||| 
Sbjct  86291  CAACATATAAACATAGCACAATTATCAAAATTTTAGCAAATATTTTTCTCTATCTAATAA  
86232 
 
Query  8168   ACATTTTATAACATAGATTTGATACCTACATGTTGAATGCTATGTAAttttttatttttt  
8227 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  86231  ACATTTTATAACATAGATTTGATACCTACATGTTGAATGCTATGTAATTTTTTATTTTTT  
86172 
 
Query  8228   ATGTTAACTTGATTAACATTGATTCTATCCTTTAAATATTTATAATGTCAAATAAAAACA  
8287 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  86171  ATGTTAACTTGATTAACATTGATTCTATCCTTTAAATATTTATAATGTCAAATAAAAACA  
86112 
 
569 
 
Query  8288   TTGAAGATTGGAATATAAATATTTTGTGTTTTACAATATTTAGAGAAACTTGGTTGATAT  
8347 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  86111  TTGAAGATTGGAATATAAATATTTTGTGTTTTACAATATTTAGAGAAACTTGGTTGATAT  
86052 
 
Query  8348   CACAAAAAATTGTAAGACAAAATTAATGTCAAGTGAGTTTAGAATACTAAATGAAAATTT  
8407 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  86051  CACAAAAAATTGTAAGACAAAATTAATGTCAAGTGAGTTTAGAATACTAAATGAAAATTT  
85992 
 
Query  8408   TAACATaaaaaaaaaaaa-TCAATGGAATGGAACCCATCCAGCGCAACTAGCTGAGTCAC  
8466 
              |||||||||||||||||| ||||||||||||||||||||||||||||||||||||||||| 
Sbjct  85991  TAACATAAAAAAAAAAAAATCAATGGAATGGAACCCATCCAGCGCAACTAGCTGAGTCAC  
85932 
 
Query  8467   ATACAGTGCCAAAAGACATGGGTACTACAAATGCTCACTTTAGTGGCTATGGAACAACCA  
8526 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  85931  ATACAGTGCCAAAAGACATGGGTACTACAAATGCTCACTTTAGTGGCTATGGAACAACCA  
85872 
 
Query  8527   TCAGCATTCAGCTCTTCCTTTTT-CTGTCGTAGGCCAAGAGACAAAGTTTGTCACAGGTT  
8585 
              ||||||||||||||||||||||| |||||||||||||||||||||||||||||||||||| 
Sbjct  85871  TCAGCATTCAGCTCTTCCTTTTTTCTGTCGTAGGCCAAGAGACAAAGTTTGTCACAGGTT  
85812 
 
Query  8586   TACAAATTGATTGTGGCCACAATCACACGGTAAACATTAGAATGGAAGaaaaaaaaTCTG  
8645 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  85811  TACAAATTGATTGTGGCCACAATCACACGGTAAACATTAGAATGGAAGAAAAAAAATCTG  
85752 
 
Query  8646   TCTATGATCGATGTCGTGAACTTCACCCACTCCATCAATGAAGAATTTATTTTAAATACA  
8705 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  85751  TCTATGATCGATGTCGTGAACTTCACCCACTCCATCAATGAAGAATTTATTTTAAATACA  
85692 
 
Query  8706   GTTACACACCAACTTAATAAGACTTTTTGCACAAAATTACCTGATTGGGAGGAATATGAA  
8765 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  85691  GTTACACACCAACTTAATAAGACTTTTTGCACAAAATTACCTGATTGGGAGGAATATGAA  
85632 
 
Query  8766   TTGTCTTATAAATCACGTATTCACAAGTTCTACTTTTACAAAACTCTTTACATGTATTTT  
8825 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  85631  TTGTCTTATAAATCACGTATTCACAAGTTCTACTTTTACAAAACTCTTTACATGTATTTT  
85572 
 
Query  8826   CCaaaaaaagaaaaaTCTTTACATGTATGTTAACCTACCTAACAAATCTCTAATTAACCT  
8885 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
570 
 
Sbjct  85571  CCAAAAAAAGAAAAATCTTTACATGTATGTTAACCTACCTAACAAATCTCTAATTAACCT  
85512 
 
Query  8886   ATAAATTTTTTAAATGCTTTTTAAGAAAACTTTATAGGCAGATAGAAGATTGTTGAGAGT  
8945 
              |||||||||||||||||||||| ||||||||||||||||||||||||||||||||||||| 
Sbjct  85511  ATAAATTTTTTAAATGCTTTTTGAGAAAACTTTATAGGCAGATAGAAGATTGTTGAGAGT  
85452 
 
Query  8946   TTTTTAAATGCTTATCAACAATCTCCGATAGTCCCTTAGCTTTACCAAGTACATGAAAAT  
9005 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  85451  TTTTTAAATGCTTATCAACAATCTCCGATAGTCCCTTAGCTTTACCAAGTACATGAAAAT  
85392 
 
Query  9006   CTTACATATAATGCTTTTACTTTACCAACTATTAACTTGAGCACCGAAATCTTTACCCGT  
9065 
              ||||||||||||||||||||||||||||||||||||||||||||||||||||||||| || 
Sbjct  85391  CTTACATATAATGCTTTTACTTTACCAACTATTAACTTGAGCACCGAAATCTTTACCAGT  
85332 
 
Query  9066   ATGCTCATTTGATGCATATTAAAATGTACAAAATTTTATAGAGGCCTGATCAATACCATC  
9125 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  85331  ATGCTCATTTGATGCATATTAAAATGTACAAAATTTTATAGAGGCCTGATCAATACCATC  
85272 
 
Query  9126   GAATGAAACCTTAATGACATGCTACTTGTTAGCGATGTCAATAAAGGCTTACTCAAGGAT  
9185 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  85271  GAATGAAACCTTAATGACATGCTACTTGTTAGCGATGTCAATAAAGGCTTACTCAAGGAT  
85212 
 
Query  9186   TATTCCACAGGCCTAAATCATAGACAATTTTACTTAATTGTATTTATTCAATTAGTCCTT  
9245 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  85211  TATTCCACAGGCCTAAATCATAGACAATTTTACTTAATTGTATTTATTCAATTAGTCCTT  
85152 
 
Query  9246   AGATGTCAAAGAATATATTAGATGATAGTTTTAGTGGCATGATAGAGAATGAAACCCACA  
9305 
              |||||||||||||| ||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  85151  AGATGTCAAAGAATCTATTAGATGATAGTTTTAGTGGCATGATAGAGAATGAAACCCACA  
85092 
 
Query  9306   TCTATaaaaaaaaGAAGACAAAAGTTAGTTTTAGATCTTTAATCACTTGTGTGAATTCAT  
9365 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  85091  TCTATAAAAAAAAGAAGACAAAAGTTAGTTTTAGATCTTTAATCACTTGTGTGAATTCAT  
85032 
 
Query  9366   ATTAGTTTTACGTGTATTCGAAGTGAAAATATTCATCTGTATGAGACCATAAACATTCTT  
9425 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  85031  ATTAGTTTTACGTGTATTCGAAGTGAAAATATTCATCTGTATGAGACCATAAACATTCTT  
84972 
 
571 
 
Query  9426   ATGAGAGACTTGTTTGAAGTATAATTTTTCATAGTACAGTAAAGCTGATTGTTGTTTTTT  
9485 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  84971  ATGAGAGACTTGTTTGAAGTATAATTTTTCATAGTACAGTAAAGCTGATTGTTGTTTTTT  
84912 
 
Query  9486   CTCGTACGCAAAATTTATATTCAGGACAATGTTTAAGAGTGAAAACATAATAAAATTAAC  
9545 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  84911  CTCGTACGCAAAATTTATATTCAGGACAATGTTTAAGAGTGAAAACATAATAAAATTAAC  
84852 
 
Query  9546   CTCACAAAAAGTAAGtatatatatatatatatatatatatatatatatataaatctcaat  
9605 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  84851  CTCACAAAAAGTAAGTATATATATATATATATATATATATATATATATATAAATCTCAAT  
84792 
 
Query  9606   caattaaaataataataaggacaaataaatagattctcacaaaatataatttattattaa  
9665 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  84791  CAATTAAAATAATAATAAGGACAAATAAATAGATTCTCACAAAATATAATTTATTATTAA  
84732 
 
Query  9666   attaatttttaacattataacttaacgataaaatattttttttatatttttttATGAACT  
9725 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  84731  ATTAATTTTTAACATTATAACTTAACGATAAAATATTTTTTTTATATTTTTTTATGAACT  
84672 
 
Query  9726   AATTTAACAACTCATCACATCTTGCAAAACAAAATGAATCATTTATCCTAATAATAATTT  
9785 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  84671  AATTTAACAACTCATCACATCTTGCAAAACAAAATGAATCATTTATCCTAATAATAATTT  
84612 
 
Query  9786   AATTTAGGCGTTTATTTTATGATGATTTAGCATCTTTTTGGGAGAATACTaaaaaacata  
9845 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  84611  AATTTAGGCGTTTATTTTATGATGATTTAGCATCTTTTTGGGAGAATACTAAAAAACATA  
84552 
 
Query  9846   taaaagaaaaagaaatattcaggatgaaaaatgaaatgcgtgtgaaaatTGGAAGGAGGT  
9905 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  84551  TAAAAGAAAAAGAAATATTCAGGATGAAAAATGAAATGCGTGTGAAAATTGGAAGGAGGT  
84492 
 
Query  9906   AAGGCTGGGTCGACCCAGATCTAGTTGAGCTCACCAACTCCCGCTCCCATTTCCTTATTT  
9965 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  84491  AAGGCTGGGTCGACCCAGATCTAGTTGAGCTCACCAACTCCCGCTCCCATTTCCTTATTT  
84432 
 
Query  9966   ATAGACAGAGTCTGATTGTTTCCTCACCACTCCCTCCACTCTCTTTCTCTAGTCCTGTTA  
10025 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
572 
 
Sbjct  84431  ATAGACAGAGTCTGATTGTTTCCTCACCACTCCCTCCACTCTCTTTCTCTAGTCCTGTTA  
84372 
 
Query  10026  TTTCTCAGCGCGTAAAGCATGGCTTTGTTGGTGGAGAAAACCACGAGTGGTCGCGAGTAC  
10085 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  84371  TTTCTCAGCGCGTAAAGCATGGCTTTGTTGGTGGAGAAAACCACGAGTGGTCGCGAGTAC  
84312 
 
Query  10086  AAGGTCAAGGACCTTTCCCAGGCCGACTTCGGCCGCCTCGAGATCGAGCTGGCCGAGGTT  
10145 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  84311  AAGGTCAAGGACCTTTCCCAGGCCGACTTCGGCCGCCTCGAGATCGAGCTGGCCGAGGTT  
84252 
 
Query  10146  GAGATGCCCGGCCTCATGGCCTGTCGGACCGAGTTCGGCCCCTCCCAGCCCTTCAAGGGG  
10205 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  84251  GAGATGCCCGGCCTCATGGCCTGTCGGACCGAGTTCGGCCCCTCCCAGCCCTTCAAGGGG  
84192 
 
Query  10206  GCCCGCATCACCGGCTCCCTCCACATGACCATCCAGACCGCCGTTCTCATTGAGACCCTC  
10265 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  84191  GCCCGCATCACCGGCTCCCTCCACATGACCATCCAGACCGCCGTTCTCATTGAGACCCTC  
84132 
 
Query  10266  ACCGCCCTTGGCGCCGAGGTCCGCTGGTGCTCCTGCAACATCTTCTCCACCCAGGACCAC  
10325 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  84131  ACCGCCCTTGGCGCCGAGGTCCGCTGGTGCTCCTGCAACATCTTCTCCACCCAGGACCAC  
84072 
 
Query  10326  GCCGCCGCCGCTATTGCCCGCGACAGTGCCGCCGTCTTCGCCTGGAAGGGTGAGACCCTC  
10385 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  84071  GCCGCCGCCGCTATTGCCCGCGACAGTGCCGCCGTCTTCGCCTGGAAGGGTGAGACCCTC  
84012 
 
Query  10386  CAGGAGTACTGGTGGTGCACCGAGCGCGCCCTCGACTGGGGCCCCGGTGGTGGACCCGAC  
10445 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  84011  CAGGAGTACTGGTGGTGCACCGAGCGCGCCCTCGACTGGGGCCCCGGTGGTGGACCCGAC  
83952 
 
Query  10446  CTCATCGTCGACGACGGTGGTGACGCTACCCTTCTCATCCACGAAGGCGTCAAGGCCGAG  
10505 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  83951  CTCATCGTCGACGACGGTGGTGACGCTACCCTTCTCATCCACGAAGGCGTCAAGGCCGAG  
83892 
 
Query  10506  GAGCTCTATGAGAAGACCGGCGAACTCCCCGACCCCAACTCCACCGACAACGCCGAGTTT  
10565 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  83891  GAGCTCTATGAGAAGACCGGCGAACTCCCCGACCCCAACTCCACCGACAACGCCGAGTTT  
83832 
 
573 
 
Query  10566  CAGATCGTGCTTACCATCATCAGAGATGGGTTGAAGACCGATCCCACCAGGTACCGCAAG  
10625 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  83831  CAGATCGTGCTTACCATCATCAGAGATGGGTTGAAGACCGATCCCACCAGGTACCGCAAG  
83772 
 
Query  10626  ATGAAGGAGCGTCTCGTTGGGGTTTCTGAGGAAACCACCACTGGAGTTAAGAGGCTCTAT  
10685 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  83771  ATGAAGGAGCGTCTCGTTGGGGTTTCTGAGGAAACCACCACTGGAGTTAAGAGGCTCTAT  
83712 
 
Query  10686  CAGATGCAGGCGAATGGGACTCTTCTCTTCCCTGCTATTAATGTCAATGACTCTGTCACC  
10745 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  83711  CAGATGCAGGCGAATGGGACTCTTCTCTTCCCTGCTATTAATGTCAATGACTCTGTCACC  
83652 
 
Query  10746  AAGAGCAAGGTAATGTCTCTTTTTCCCCCAGATCTAGTGTCTTTTTTGTGTTAAAATGTA  
10805 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  83651  AAGAGCAAGGTAATGTCTCTTTTTCCCCCAGATCTAGTGTCTTTTTTGTGTTAAAATGTA  
83592 
 
Query  10806  GGATTGAGTTCGGATCTGTTGTTTTTGGATGGGTTTTGTGCCATTGGTGAAATGAGGTTT  
10865 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  83591  GGATTGAGTTCGGATCTGTTGTTTTTGGATGGGTTTTGTGCCATTGGTGAAATGAGGTTT  
83532 
 
Query  10866  TGAACCTGTCAACTGTTTGACTAATGTCCTCTAAGAAGTCTGGATCGGTATTGGGTGCTA  
10925 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  83531  TGAACCTGTCAACTGTTTGACTAATGTCCTCTAAGAAGTCTGGATCGGTATTGGGTGCTA  
83472 
 
Query  10926  TTTTAGTGTGTTTGGATCTGTGTGTTGAAACGTCAGAACATTAGTAAGTTGCTTGCTAAC  
10985 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  83471  TTTTAGTGTGTTTGGATCTGTGTGTTGAAACGTCAGAACATTAGTAAGTTGCTTGCTAAC  
83412 
 
Query  10986  GTGACTTTAGGTAAATGGTCACATGTTTTATTACACAAATAAGGAATTGATTCTGAGTGC  
11045 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  83411  GTGACTTTAGGTAAATGGTCACATGTTTTATTACACAAATAAGGAATTGATTCTGAGTGC  
83352 
 
Query  11046  ACATTTTGATTTGAAGCTACTTTTGGATAGGATAAAATAAATTATACTGAATTTTACTAC  
11105 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  83351  ACATTTTGATTTGAAGCTACTTTTGGATAGGATAAAATAAATTATACTGAATTTTACTAC  
83292 
 
Query  11106  TGTTTTTGGTTTTAAAATAAAAAA-TGTTCAAACATAAATCATGTTGTTTCGAAATCTAT  
11164 
              |||||||||||||||||||||||| |||||||||||||||||||||||||| ||||| || 
574 
 
Sbjct  83291  TGTTTTTGGTTTTAAAATAAAAAAATGTTCAAACATAAATCATGTTGTTTCAAAATCAAT  
83232 
 
Query  11165  TTTAACTCGAAATCGTTTTCATTCAAAATTGGTTTTGCAAACATTGATCCAAACCGAGTC  
11224 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  83231  TTTAACTCGAAATCGTTTTCATTCAAAATTGGTTTTGCAAACATTGATCCAAACCGAGTC  
83172 
 
Query  11225  TTTTGTGACGGGTTGTTTATTGATTAGGGTATTGAAAGTAAGAAGTGGGTGATTGGATTT  
11284 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  83171  TTTTGTGACGGGTTGTTTATTGATTAGGGTATTGAAAGTAAGAAGTGGGTGATTGGATTT  
83112 
 
Query  11285  TGAGGACATTATACTAGCTGGTCATGGATCTAGTTGATTATAATTGGAttttgctttgtt  
11344 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  83111  TGAGGACATTATACTAGCTGGTCATGGATCTAGTTGATTATAATTGGATTTTGCTTTGTT  
83052 
 
Query  11345  gcttgtgttttgtttgtttaaccttttaatctgtggttttttaacagtttgACAACTTGT  
11404 
              |||||||||||||||||||||||||||||||||||||||| ||||||||||||||||||| 
Sbjct  83051  GCTTGTGTTTTGTTTGTTTAACCTTTTAATCTGTGGTTTTGTAACAGTTTGACAACTTGT  
82992 
 
Query  11405  ATGGGTGCCGTCACTCTCTCCCTGATGGTCTCATGAGGGCTACCGATGTTATGATTGCTG  
11464 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  82991  ATGGGTGCCGTCACTCTCTCCCTGATGGTCTCATGAGGGCTACCGATGTTATGATTGCTG  
82932 
 
Query  11465  GAAAGGTGGCTGTTGTGGCTGGATATGGTGATGTTGGCAAGGGTTGTGCTGCTGCAATGA  
11524 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  82931  GAAAGGTGGCTGTTGTGGCTGGATATGGTGATGTTGGCAAGGGTTGTGCTGCTGCAATGA  
82872 
 
Query  11525  AGCAGGCTGGTGCTCGTGTCATCGTGACCGAGATTGATCCCATCTGTGCCCTTCAGGCTC  
11584 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  82871  AGCAGGCTGGTGCTCGTGTCATCGTGACCGAGATTGATCCCATCTGTGCCCTTCAGGCTC  
82812 
 
Query  11585  TCATGGAAGGCCTTCAGGTTCTGACCTTGGAGGATGTTGTTTCTGAGGCTGATATCTTTG  
11644 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  82811  TCATGGAAGGCCTTCAGGTTCTGACCTTGGAGGATGTTGTTTCTGAGGCTGATATCTTTG  
82752 
 
Query  11645  TCACCACCACCGGTAACAAGGACATCATCATGGTTGACCACATGAGGAAAATGAAGAACA  
11704 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  82751  TCACCACCACCGGTAACAAGGACATCATCATGGTTGACCACATGAGGAAAATGAAGAACA  
82692 
 
575 
 
Query  11705  ATGCCATTGTTTGCAACATTGGTCACTTTGACAATGAGATCGACATGCTTGGGCTGGAGA  
11764 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  82691  ATGCCATTGTTTGCAACATTGGTCACTTTGACAATGAGATCGACATGCTTGGGCTGGAGA  
82632 
 
Query  11765  ACTACCCCGGCGTGAAGCGCATCACCATCAAGCCCCAAACTGACAGATGGGTCTTCCCTG  
11824 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  82631  ACTACCCCGGCGTGAAGCGCATCACCATCAAGCCCCAAACTGACAGATGGGTCTTCCCTG  
82572 
 
Query  11825  AGACCAACACCGGTATCATTGTCTTGGCTGAGGGTCGATTGATGAACTTGGGATGCGCCA  
11884 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  82571  AGACCAACACCGGTATCATTGTCTTGGCTGAGGGTCGATTGATGAACTTGGGATGCGCCA  
82512 
 
Query  11885  CTGGACACCCCAGTTTTGTGATGTCCTGCTCCTTCACCAACCAGGTCATTGCTCAGCTTG  
11944 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  82511  CTGGACACCCCAGTTTTGTGATGTCCTGCTCCTTCACCAACCAGGTCATTGCTCAGCTTG  
82452 
 
Query  11945  AGTTGTGGAAGGAGAAGAGTACCGGCAAGTACGAGAAGAAGGTTTACGTTTTGCCCAAGC  
12004 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  82451  AGTTGTGGAAGGAGAAGAGTACCGGCAAGTACGAGAAGAAGGTTTACGTTTTGCCCAAGC  
82392 
 
Query  12005  ACCTTGATGAGAAGGTGGCTGCACTTCACCTGGGCAAACTTGGAGCTAAGCTGACCCAGC  
12064 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  82391  ACCTTGATGAGAAGGTGGCTGCACTTCACCTGGGCAAACTTGGAGCTAAGCTGACCCAGC  
82332 
 
Query  12065  TTAGCAAGTCCCAGGCTGATTACATCAGTGTGCCTGTTGAGGGTCCATACAAGCCTGCTC  
12124 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  82331  TTAGCAAGTCCCAGGCTGATTACATCAGTGTGCCTGTTGAGGGTCCATACAAGCCTGCTC  
82272 
 
Query  12125  ACTACAGGTACTAAGTGATTGAGATGATCAACTGAAAAGTGAGTGAGGGAAAGACAAAAA  
12184 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  82271  ACTACAGGTACTAAGTGATTGAGATGATCAACTGAAAAGTGAGTGAGGGAAAGACAAAAA  
82212 
 
Query  12185  TCGGTTTTATCAATCGGATTTGATTGTTTAAttttcctttttttgatttttGGTGTTAGA  
12244 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  82211  TCGGTTTTATCAATCGGATTTGATTGTTTAATTTTCCTTTTTTTGATTTTTGGTGTTAGA  
82152 
 
Query  12245  CTTTTCAGATTTGTGGTAGAAGAATTGTAGCCATTTTTATTTCTGTAGAACTTTTGTTCG  
12304 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
576 
 
Sbjct  82151  CTTTTCAGATTTGTGGTAGAAGAATTGTAGCCATTTTTATTTCTGTAGAACTTTTGTTCG  
82092 
 
Query  12305  AGTGGGTGGGACCAGTAAGGAGGAAGGCGGCATCCTGTTGGTTTCTGTGATATGAAACCA  
12364 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  82091  AGTGGGTGGGACCAGTAAGGAGGAAGGCGGCATCCTGTTGGTTTCTGTGATATGAAACCA  
82032 
 
Query  12365  ATTTGGGTTGAATAAGGCTTGTTTTGTTTGGGGGATGTGTGCATTTTGCTTTATTAAATA  
12424 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  82031  ATTTGGGTTGAATAAGGCTTGTTTTGTTTGGGGGATGTGTGCATTTTGCTTTATTAAATA  
81972 
 
Query  12425  CTAAAATTTGTGTTTCTTTCTGCCTTTTCAATATATCAAAGAAAATaaaaaaaTTCCTAC  
12484 
              ||||||||||||||||||||||||||||||||| |||||||||||||||||||||||||| 
Sbjct  81971  CTAAAATTTGTGTTTCTTTCTGCCTTTTCAATACATCAAAGAAAATAAAAAAATTCCTAC  
81912 
 
Query  12485  CCATCTATCATCTAGTTTCGGAAACACATCGACACATTGTGGTATTATTTGGTGCTTCTG  
12544 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  81911  CCATCTATCATCTAGTTTCGGAAACACATCGACACATTGTGGTATTATTTGGTGCTTCTG  
81852 
 
Query  12545  CAATATTTTTAAGAAAGGGCAATCAGGGTAATTAAGTTCTCCAACTAATCCGATTTGAGC  
12604 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  81851  CAATATTTTTAAGAAAGGGCAATCAGGGTAATTAAGTTCTCCAACTAATCCGATTTGAGC  
81792 
 
Query  12605  TATATGGTGAATTAACTTAAGGGGTGAAGCTCTCACAAGTTGAATCAAATTCTTCACGTT  
12664 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  81791  TATATGGTGAATTAACTTAAGGGGTGAAGCTCTCACAAGTTGAATCAAATTCTTCACGTT  
81732 
 
Query  12665  AAACTATATTTACTGGAGTGTGGCTAGGAGTGATGTTTTTGGCCTTGGTTAAACTATATT  
12724 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  81731  AAACTATATTTACTGGAGTGTGGCTAGGAGTGATGTTTTTGGCCTTGGTTAAACTATATT  
81672 
 
Query  12725  TACTCTCCTTTGTTAATATGGTGTAACCGAGGTATACTATCTTTGTTGGACTTTTATCCA  
12784 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  81671  TACTCTCCTTTGTTAATATGGTGTAACCGAGGTATACTATCTTTGTTGGACTTTTATCCA  
81612 
 
Query  12785  CTTTGTAATTGATTGGGGGCACCCATTTGTGCCTTTTATATATATACCCTATATTTTCGC  
12844 
              ||||||||||||||||||||||||||||||||||||||||||||||| |||||||||||| 
Sbjct  81611  CTTTGTAATTGATTGGGGGCACCCATTTGTGCCTTTTATATATATACACTATATTTTCGC  
81552 
 
577 
 
Query  12845  TGTTTTAATaaaaaaataaaaaTTCTTTACGTTAATCTTCTCCCATCTCGACAATCCTTG  
12904 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  81551  TGTTTTAATAAAAAAATAAAAATTCTTTACGTTAATCTTCTCCCATCTCGACAATCCTTG  
81492 
 
Query  12905  GAAGAGAAATAAGAAAATAAGAGAATATATTTATCtttttaattcatagtatttatcgta  
12964 
              ||||||||||||||||||||||||||||||||||||||||||||||||||||||||| || 
Sbjct  81491  GAAGAGAAATAAGAAAATAAGAGAATATATTTATCTTTTTAATTCATAGTATTTATCATA  
81432 
 
Query  12965  aagtaaaagtattttaataaagaaattattttaaaaaaaattatttgattttttaaaaag  
13024 
              |||||||||||||||||||||||||||||||| ||||||||||||||||||||||||||| 
Sbjct  81431  AAGTAAAAGTATTTTAATAAAGAAATTATTTTTAAAAAAATTATTTGATTTTTTAAAAAG  
81372 
 
Query  13025  aaattaagaaaaaaaaaGAAGATACACAAAATCATTTCCAATCATGAACAATGGAGAAGA  
13084 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  81371  AAATTAAGAAAAAAAAAGAAGATACACAAAATCATTTCCAATCATGAACAATGGAGAAGA  
81312 
 
Query  13085  ATTTCCCAAATGAACCCACAGAATTTGTCAATTTCGTTCTTATTTCTTTCTGAACCAATC  
13144 
              ||||||||||||||||||||||||||||||||||||||||||||||||| |||||||||| 
Sbjct  81311  ATTTCCCAAATGAACCCACAGAATTTGTCAATTTCGTTCTTATTTCTTTTTGAACCAATC  
81252 
 
Query  13145  GAGTGAAATCTCTCCTTTCTATTTCTCTCCTTAACACCCAATCCAATTATAATGTTCAGG  
13204 
              ||||||||| |||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  81251  GAGTGAAATGTCTCCTTTCTATTTCTCTCCTTAACACCCAATCCAATTATAATGTTCAGG  
81192 
 
Query  13205  ACTCCTTTCATAGTGaaaaaaaaaTTGTTCATTCTTAAAATCAAGAGATTCCTATTTTGT  
13264 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  81191  ACTCCTTTCATAGTGAAAAAAAAATTGTTCATTCTTAAAATCAAGAGATTCCTATTTTGT  
81132 
 
Query  13265  TATTAACCTCATAAAACATAGCTCCCAAATAGCCTATGAAATCGTTTGCTTTAATTTCTT  
13324 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  81131  TATTAACCTCATAAAACATAGCTCCCAAATAGCCTATGAAATCGTTTGCTTTAATTTCTT  
81072 
 
Query  13325  TAGTTTTTGTTACAATGATAAAACGAATTTAGACCTCGCCCAAATTATAAAACAATATGG  
13384 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  81071  TAGTTTTTGTTACAATGATAAAACGAATTTAGACCTCGCCCAAATTATAAAACAATATGG  
81012 
 
Query  13385  TTTGTTGCTTAGaaaaaggaaaggaaaaagacaaaagcgactaagggataaaaaCTTCCC  
13444 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
578 
 
Sbjct  81011  TTTGTTGCTTAGAAAAAGGAAAGGAAAAAGACAAAAGCGACTAAGGGATAAAAACTTCCC  
80952 
 
Query  13445  CATACTATTTTACTAGATATGGGTCTAAACTTTAGCATGCACATTGATCCAATTTAGGCT  
13504 
              ||||||||          ||||||||||| |||||||||||||||||||||||||||||| 
Sbjct  80951  CATACTAT----------ATGGGTCTAAATTTTAGCATGCACATTGATCCAATTTAGGCT  
80902 
 
Query  13505  CAGAGCATTCTTGTTTCACATCAATTTTTGCAAGACTCTGTGCTGGATGATTCTCTGTTT  
13564 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  80901  CAGAGCATTCTTGTTTCACATCAATTTTTGCAAGACTCTGTGCTGGATGATTCTCTGTTT  
80842 
 
Query  13565  TTGCGTGAAAAAATGAGTGCAAAAGTTCCTCAGTGACGCATTGGATTTGAATATCCTAAC  
13624 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  80841  TTGCGTGAAAAAATGAGTGCAAAAGTTCCTCAGTGACGCATTGGATTTGAATATCCTAAC  
80782 
 
Query  13625  GTACGTCTTGAATGCTGTTGGTAAAGAGTGGCAACAAGTAAAAGTCGTATTCTTCACTAG  
13684 
              |||||||||||||||||||||||||||||||||||||| ||||||||||||||||||||| 
Sbjct  80781  GTACGTCTTGAATGCTGTTGGTAAAGAGTGGCAACAAGAAAAAGTCGTATTCTTCACTAG  
80722 
 
Query  13685  AACATAGGTGCTCTTTTTGGGTCAACTATTTTTATTGTGTCACTCATCTTCGATGTTTAG  
13744 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  80721  AACATAGGTGCTCTTTTTGGGTCAACTATTTTTATTGTGTCACTCATCTTCGATGTTTAG  
80662 
 
Query  13745  TCTTGCATTGCATTGCCATTAATTATAGCGGTGTTTGCTGAACGGATCCTTTATAGTGAA  
13804 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  80661  TCTTGCATTGCATTGCCATTAATTATAGCGGTGTTTGCTGAACGGATCCTTTATAGTGAA  
80602 
 
Query  13805  TTTTATGTATCTGTCAGAGTCAGATTCAATACAAGCCTTGCCTGAACTTCTCAATACTGA  
13864 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  80601  TTTTATGTATCTGTCAGAGTCAGATTCAATACAAGCCTTGCCTGAACTTCTCAATACTGA  
80542 
 
Query  13865  TCTGGAAAAGGACAAGAGGCCAATAACACAATTTGCATCTCGAATACGCCAATTGTATTT  
13924 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  80541  TCTGGAAAAGGACAAGAGGCCAATAACACAATTTGCATCTCGAATACGCCAATTGTATTT  
80482 
 
Query  13925  TTATACGCAGCCTCATTCATAGTCCATTAGTCAAAGTATGTGGTTTGAAAACAGGAATAA  
13984 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  80481  TTATACGCAGCCTCATTCATAGTCCATTAGTCAAAGTATGTGGTTTGAAAACAGGAATAA  
80422 
 
579 
 
Query  13985  CGAAAACCAAGTATGAGAGTGCCAGTAAAGATTGATTGAGTAACAAGTCACTATTGAGAT  
14044 
              |||||||||||||||||||||| ||||||||||||||||||||||||||||||||||||| 
Sbjct  80421  CGAAAACCAAGTATGAGAGTGCTAGTAAAGATTGATTGAGTAACAAGTCACTATTGAGAT  
80362 
 
Query  14045  GTTTCCAAAAACGTCAACGACAAATAAACAATTTTGATAAAAGTTTCATGATATTTTCCC  
14104 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  80361  GTTTCCAAAAACGTCAACGACAAATAAACAATTTTGATAAAAGTTTCATGATATTTTCCC  
80302 
 
Query  14105  TAATATTTTATTAAGAATCTTGAATAAGCTAATGTTAGGTGTGAAAATAAGCATGAACAA  
14164 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  80301  TAATATTTTATTAAGAATCTTGAATAAGCTAATGTTAGGTGTGAAAATAAGCATGAACAA  
80242 
 
Query  14165  CTTGGATATTAATAGACCAACAAAGTAAAAAGGTCCTATCTTGCTTAGTCCCCAATCCTC  
14224 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  80241  CTTGGATATTAATAGACCAACAAAGTAAAAAGGTCCTATCTTGCTTAGTCCCCAATCCTC  
80182 
 
Query  14225  AATAAATAATACAGTAGAAAGGATAAAACTACTGGAAATCCTTCTATATAATTATGAATT  
14284 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||| | 
Sbjct  80181  AATAAATAATACAGTAGAAAGGATAAAACTACTGGAAATCCTTCTATATAATTATGAAGT  
80122 
 
Query  14285  ATCACATTCAATAAATCTAGATAACATTAAATGCATGAAAAATAAAAGATAGAAATTTCA  
14344 
              |||||||||||||||||| ||||||||||||||||| ||||||||||||||| ||||||| 
Sbjct  80121  ATCACATTCAATAAATCTTGATAACATTAAATGCATCAAAAATAAAAGATAGGAATTTCA  
80062 
 
Query  14345  AGATTTTGGAATTTCATCTTTAACTCTGACTAGTATCATATTCATTTTATAAAAATGAAG  
14404 
              || ||||| || |||||||||||||||||    ||||| |||||||||||||| ||  || 
Sbjct  80061  AGGTTTTGAAAGTTCATCTTTAACTCTGA----TATCACATTCATTTTATAAAGATCGAG  
80006 
 
Query  14405  ATAACATTTTAAAGGGTTCTTAAAATTATGAAAAATAATTTATTTCTATTTATTACTCTC  
14464 
              |||||||||| |||| ||||| ||| |||||||| |||||||||||||||||||||| || 
Sbjct  80005  ATAACATTTTTAAGGATTCTTGAAAATATGAAAATTAATTTATTTCTATTTATTACTTTC  
79946 
 
Query  14465  GTGTGAAATCATATCCCTCAATTATATAAATGGAGACTTGTGATAAATTGTAGCAAACAA  
14524 
              | ||||||| ||| |||| || |||||||||| | ||||||||| | ||||||||||||| 
Sbjct  79945  GGGTGAAATTATACCCCTTAACTATATAAATGAAAACTTGTGATGAGTTGTAGCAAACAA  
79886 
 
Query  14525  GTGAGATGCTTTTAAGAGTGAGAAAGTTTTTGTAATCTTTTTTAATAAAAAAGAGTTATA  
14584 
              ||||||||||||||||||||||| ||||||||||||  | || ||||||| ||||||||| 
580 
 
Sbjct  79885  GTGAGATGCTTTTAAGAGTGAGAGAGTTTTTGTAATTCTCTTCAATAAAAGAGAGTTATA  
79826 
 
Query  14585  CTTCTTCATACTTGGTGAGTGCTTGAAAAATATTTTAAATCATCATATTGAGTGAGATTA  
14644 
               ||| | |||||||||||||| |||| ||||||||||||||||||||||||||||||||| 
Sbjct  79825  TTTCATTATACTTGGTGAGTGTTTGAGAAATATTTTAAATCATCATATTGAGTGAGATTA  
79766 
 
Query  14645  AAATCATTGTAATCCTATTTCATAGTGAAAATatttttttttgatttgatttcgcaattt  
14704 
              ||||||||||||||||||||||||||||| ||||||||||| || |||||||||  |||| 
Sbjct  79765  AAATCATTGTAATCCTATTTCATAGTGAAGATATTTTTTTT-GACTTGATTTCGTGATTT  
79707 
 
Query  14705  tttcctttcacattaattttttttta-tattattattcttctcttattctcttagtttat  
14763 
              |||||||||||||||| ||||||||  ||||||| ||||||||||||||||||||||||| 
Sbjct  79706  TTTCCTTTCACATTAAATTTTTTTTGGTATTATTCTTCTTCTCTTATTCTCTTAGTTTAT  
79647 
 
Query  14764  ttttcttattattcatcttaATGATATAAAGTGGGAAATTTATTCTTGATATTTTCCAAC  
14823 
              ||||||||| |||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  79646  TTTTCTTATCATTCATCTTAATGATATAAAGTGGGAAATTTATTCTTGATATTTTCCAAC  
79587 
 
Query  14824  AAAAATAAAGCAGGCTATCAATCCCATTACTAAACAAGTCCAAAGTTGGTGGGTTGCGGG  
14883 
              |||||||||||||| ||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  79586  AAAAATAAAGCAGGTTATCAATCCCATTACTAAACAAGTCCAAAGTTGGTGGGTTGCGGG  
79527 
 
Query  14884  TGGTAGGTGTGTTAAACGTGTTCGACAAATCTTTAAATTACGATCTCAATTCTCTACTGC  
14943 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  79526  TGGTAGGTGTGTTAAACGTGTTCGACAAATCTTTAAATTACGATCTCAATTCTCTACTGC  
79467 
 
Query  14944  CGAAGGTGTGACCTCACATACATCTTTGTATACTATTAATAAATAATAAATTTATGCGAA  
15003 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  79466  CGAAGGTGTGACCTCACATACATCTTTGTATACTATTAATAAATAATAAATTTATGCGAA  
79407 
 
Query  15004  AATGATGTTGTTATGGCATTATTTTATGTCAAGACAAAAACATGAAATGTGGAGTATCTG  
15063 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  79406  AATGATGTTGTTATGGCATTATTTTATGTCAAGACAAAAACATGAAATGTGGAGTATCTG  
79347 
 
Query  15064  CCATTTGGTTCTCTCTAATTATTGTTTGAAATAGTGGTTTTCATAGAATCATCATTCAGC  
15123 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  79346  CCATTTGGTTCTCTCTAATTATTGTTTGAAATAGTGGTTTTCATAGAATCATCATTCAGC  
79287 
 
581 
 
Query  15124  TGGATTCAAATGATGCCT-----------AATCTAACGCATGACACTCAATCACTATGGA  
15172 
              |||||||||||||||| |           ||||||||||||||||||||||| ||||||| 
Sbjct  79286  TGGATTCAAATGATGCATTTAGTTAAGGAAATCTAACGCATGACACTCAATCCCTATGGA  
79227 
 
Query  15173  GAAGCACTAAGCAAGTTGTTTGAATCATATCATATGACCAGGAGCGTAAGCAACAATAGA  
15232 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  79226  GAAGCACTAAGCAAGTTGTTTGAATCATATCATATGACCAGGAGCGTAAGCAACAATAGA  
79167 
 
Query  15233  ATGAATATAGATGATGTAATACAAAATTTATATTCATTTTAGGCATATGAAACTTGACCG  
15292 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  79166  ATGAATATAGATGATGTAATACAAAATTTATATTCATTTTAGGCATATGAAACTTGACCG  
79107 
 
Query  15293  TTTACGTTCAATATCATTTTACGGACAAGAATGTCAAGTACTAACTCATCTCATCTCGTG  
15352 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  79106  TTTACGTTCAATATCATTTTACGGACAAGAATGTCAAGTACTAACTCATCTCATCTCGTG  
79047 
 
Query  15353  CTAGGTTTGGTTGGATTATAATAGTTTCAAATCTTAAACTCATAAtttttttAAGGATTT  
15412 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  79046  CTAGGTTTGGTTGGATTATAATAGTTTCAAATCTTAAACTCATAATTTTTTTAAGGATTT  
78987 
 
Query  15413  AACTTTCAATTAGCAAAAACTACTTAAGATTCAATTAATCTTACCCAAGCACGAAACATT  
15472 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  78986  AACTTTCAATTAGCAAAAACTACTTAAGATTCAATTAATCTTACCCAAGCACGAAACATT  
78927 
 
Query  15473  TAAGGTGAGAAAGTTTTCCCATGTTTATTTTTTCGGTTCACAACATTTGAACTTGGAACT  
15532 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  78926  TAAGGTGAGAAAGTTTTCCCATGTTTATTTTTTCGGTTCACAACATTTGAACTTGGAACT  
78867 
 
Query  15533  CTATATAAGAAAATCAAtttttttACTAAATGCAAGAGACGTTAGTTTAATGAAATTTAT  
15592 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  78866  CTATATAAGAAAATCAATTTTTTTACTAAATGCAAGAGACGTTAGTTTAATGAAATTTAT  
78807 
 
Query  15593  CATGTAAATGAtttttttttCTTAACCTGGAATCAATTTTGAATAACAAttttttttATT  
15652 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  78806  CATGTAAATGATTTTTTTTTCTTAACCTGGAATCAATTTTGAATAACAATTTTTTTTATT  
78747 
 
Query  15653  ACAACAGGAAGAAAGTAGAGCTTATTAGGGTATTATAACATCACCAAGTAAGTATCAAAA  
15712 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
582 
 
Sbjct  78746  ACAACAGGAAGAAAGTAGAGCTTATTAGGGTATTATAACATCACCAAGTAAGTATCAAAA  
78687 
 
Query  15713  CTATATGAAAGAGGTTACAAATTTGTAAACGATTTACTCGTGTGACTTGAGTTTTATAAA  
15772 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  78686  CTATATGAAAGAGGTTACAAATTTGTAAACGATTTACTCGTGTGACTTGAGTTTTATAAA  
78627 
 
Query  15773  GAAGTTACAAAATCTTTTTAGCCTTCTTAGACAAGTTAAAATAAACTTACACTTCTATAA  
15832 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  78626  GAAGTTACAAAATCTTTTTAGCCTTCTTAGACAAGTTAAAATAAACTTACACTTCTATAA  
78567 
 
Query  15833  TCACCATGAAATCTAGAGGCTAAATCATCACTTATATCATGAAAGATGAAAAATAGTAAT  
15892 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  78566  TCACCATGAAATCTAGAGGCTAAATCATCACTTATATCATGAAAGATGAAAAATAGTAAT  
78507 
 
Query  15893  CAAGAGACTTTAAGAGTTAGATTTATGTGTTTTATCTTTACATGAAAGAGAATAGCAATT  
15952 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  78506  CAAGAGACTTTAAGAGTTAGATTTATGTGTTTTATCTTTACATGAAAGAGAATAGCAATT  
78447 
 
Query  15953  TAAAAACTTTAAGATTTAGTTATTTTTACTTATATGATGTTAAAtttttttatttttATT  
16012 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  78446  TAAAAACTTTAAGATTTAGTTATTTTTACTTATATGATGTTAAATTTTTTTATTTTTATT  
78387 
 
Query  16013  GGATGTGAGACTTTATTTCACATTTATACTTCAAT--------TTCTACCAATAAAAAAG  
16064 
              ||||||| |||||||||||||||||||||||||||        ||||||||||||||||| 
Sbjct  78386  GGATGTGGGACTTTATTTCACATTTATACTTCAATAATTCAATTTCTACCAATAAAAAAG  
78327 
 
Query  16065  AGTAATAATTGCAAGGGAAAAAACAGAGGAAACAGGTTGGAGTTTTATGCACCCTCTTCT  
16124 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  78326  AGTAATAATTGCAAGGGAAAAAACAGAGGAAACAGGTTGGAGTTTTATGCACCCTCTTCT  
78267 
 
Query  16125  AGGGAATTTGTTAGCTTTGTGCTTTGATGACCTCGTAAAGAAAAGAGAAATTTTGAAATT  
16184 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  78266  AGGGAATTTGTTAGCTTTGTGCTTTGATGACCTCGTAAAGAAAAGAGAAATTTTGAAATT  
78207 
 
Query  16185  TCAAATTGTTTCAGATGCAGAAAAATCACAAAGGTTTAGGCTCTAGGCTTTTTAGAGGTT  
16244 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  78206  TCAAATTGTTTCAGATGCAGAAAAATCACAAAGGTTTAGGCTCTAGGCTTTTTAGAGGTT  
78147 
 
583 
 
Query  16245  TATGGCCCAATAAAGGTGAATTTTTTCAAATTGGGCTTCTCGACTTAACATTATTTTTAG  
16304 
              ||||||||||||||||||||||||||||||||||||||||| |||||||||||||||||| 
Sbjct  78146  TATGGCCCAATAAAGGTGAATTTTTTCAAATTGGGCTTCTCAACTTAACATTATTTTTAG  
78087 
 
Query  16305  AATTAAGTTTTACAAAAGTAATGTAAGTAGAAAATCATAATACACTAATTGACATATTCA  
16364 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  78086  AATTAAGTTTTACAAAAGTAATGTAAGTAGAAAATCATAATACACTAATTGACATATTCA  
78027 
 
Query  16365  ATTAAATAAAAATACTTGATTATTTTATAAATACATATATTGCTTATATAATAACATTAA  
16424 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  78026  ATTAAATAAAAATACTTGATTATTTTATAAATACATATATTGCTTATATAATAACATTAA  
77967 
 
Query  16425  GAATTTCATATGGTGACTATTGTttaacagaaaaataattctaaattaaactatagcaat  
16484 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  77966  GAATTTCATATGGTGACTATTGTTTAACAGAAAAATAATTCTAAATTAAACTATAGCAAT  
77907 
 
Query  16485  aattaataataacattaaaattacatattatactaaaaaaataaaaTTTAGTTCCTAAGT  
16544 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  77906  AATTAATAATAACATTAAAATTACATATTATACTAAAAAAATAAAATTTAGTTCCTAAGT  
77847 
 
Query  16545  CTCTTAGTTTTAAGATTTGTTAATTGAATTTTATGCATTATACCCAATTCTTAAATCGCT  
16604 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  77846  CTCTTAGTTTTAAGATTTGTTAATTGAATTTTATGCATTATACCCAATTCTTAAATCGCT  
77787 
 
Query  16605  TTGTTGCCATCCCTCCTTAAATATCATCATATTTTGTCTGTCATCTTAGGCCCAAAAAGC  
16664 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  77786  TTGTTGCCATCCCTCCTTAAATATCATCATATTTTGTCTGTCATCTTAGGCCCAAAAAGC  
77727 
 
Query  16665  TTTCATTCCAAAAGCCTGATAGACCCCCCTTTGCTTTGCCTGCCGAAACAGTGAAACACT  
16724 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  77726  TTTCATTCCAAAAGCCTGATAGACCCCCCTTTGCTTTGCCTGCCGAAACAGTGAAACACT  
77667 
 
Query  16725  TGCTGCTGTGGATAATAACAAGAAAAAGCTACAGTGTAGAAAATAGTTGCTGACCTCATT  
16784 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  77666  TGCTGCTGTGGATAATAACAAGAAAAAGCTACAGTGTAGAAAATAGTTGCTGACCTCATT  
77607 
 
Query  16785  ATCTGTCAGAGGAACACTGGCTTATATTGTAAAATAAAAATCTAAATTCAGATAGGCAAA  
16844 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
584 
 
Sbjct  77606  ATCTGTCAGAGGAACACTGGCTTATATTGTAAAATAAAAATCTAAATTCAGATAGGCAAA  
77547 
 
Query  16845  GGGAACTAACTAGTTAATGCAGATGTGATCAAATTTTCCaataaaaatgataaaataaaa  
16904 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  77546  GGGAACTAACTAGTTAATGCAGATGTGATCAAATTTTCCAATAAAAATGATAAAATAAAA  
77487 
 
Query  16905  atcttcatctaattaaataaaaatgacaaaaaaagagtaaagagttgaaaaataatTTAT  
16964 
              ||||||||||||||||| |||||||||||||||||||||||||||||||||||||||||| 
Sbjct  77486  ATCTTCATCTAATTAAACAAAAATGACAAAAAAAGAGTAAAGAGTTGAAAAATAATTTAT  
77427 
 
Query  16965  TTCCTTTCCCCTCTCTTTTTGTTGTTGAAAAAGACTGAGATGGGGAGGGTGGGTAAATTG  
17024 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  77426  TTCCTTTCCCCTCTCTTTTTGTTGTTGAAAAAGACTGAGATGGGGAGGGTGGGTAAATTG  
77367 
 
Query  17025  GGTACTCTTTCTATACTAACACTATAAAATATGAGGCCCACAAGTGCTCTTGAGTAGAGT  
17084 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  77366  GGTACTCTTTCTATACTAACACTATAAAATATGAGGCCCACAAGTGCTCTTGAGTAGAGT  
77307 
 
Query  17085  ATGGAGTGTGGATCCCCTAGGGGCACCAAAGCATAAATGCTCACTTGGATAGTTGTTGTT  
17144 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  77306  ATGGAGTGTGGATCCCCTAGGGGCACCAAAGCATAAATGCTCACTTGGATAGTTGTTGTT  
77247 
 
Query  17145  GGAAGTGGCCTACCATTACCTATAGGCTATAGCATAGCATGCTTGGACATATCTATTGTT  
17204 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  77246  GGAAGTGGCCTACCATTACCTATAGGCTATAGCATAGCATGCTTGGACATATCTATTGTT  
77187 
 
Query  17205  CAACAAACATATCAATATTGCTTTCAAAGGCCATTTTGTCAAGCTTCACAAATCTACAGC  
17264 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  77186  CAACAAACATATCAATATTGCTTTCAAAGGCCATTTTGTCAAGCTTCACAAATCTACAGC  
77127 
 
Query  17265  CCTCAGTTTTTTAAGTTTGACATTGGCACATGACATGGCTATTTACTAACTTTGCAATGT  
17324 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  77126  CCTCAGTTTTTTAAGTTTGACATTGGCACATGACATGGCTATTTACTAACTTTGCAATGT  
77067 
 
Query  17325  GAAGGCTTTGCCAAGAGAAACATAACTGAAACCATGTGGTCTAATTAGTGCTAGCCATCT  
17384 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  77066  GAAGGCTTTGCCAAGAGAAACATAACTGAAACCATGTGGTCTAATTAGTGCTAGCCATCT  
77007 
 
585 
 
Query  17385  CTTGTTAATTATTATATCCGATCTTTTGCCAATTAATTTAATTATTTTTCCTGTGCAATG  
17444 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  77006  CTTGTTAATTATTATATCCGATCTTTTGCCAATTAATTTAATTATTTTTCCTGTGCAATG  
76947 
 
Query  17445  TTGAAGGGGTAGCAGTACCTATTTTCCATTAGTGCAATGCAGCACACAGTGAAATATTTT  
17504 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  76946  TTGAAGGGGTAGCAGTACCTATTTTCCATTAGTGCAATGCAGCACACAGTGAAATATTTT  
76887 
 
Query  17505  AGCATATGCCAACCTGGGTGGTCGTCGTCACACATGCTTCATTGTTCATTTGTTCAGCAC  
17564 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  76886  AGCATATGCCAACCTGGGTGGTCGTCGTCACACATGCTTCATTGTTCATTTGTTCAGCAC  
76827 
 
Query  17565  ATTTCACTTTCATATTATGATATTATTCCTAACCAAGTCCCCACTGTAATACCATAATAC  
17624 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  76826  ATTTCACTTTCATATTATGATATTATTCCTAACCAAGTCCCCACTGTAATACCATAATAC  
76767 
 
Query  17625  CACACGAAATATCTTCTTACAAATACAACTCTGTCATTGTTATTGTGATGTTAGTCCCAT  
17684 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  76766  CACACGAAATATCTTCTTACAAATACAACTCTGTCATTGTTATTGTGATGTTAGTCCCAT  
76707 
 
Query  17685  GACCATGAAGATTTCATAttttttttACAAATAGAGTAGCACTTGTAGGGCAAAAAAGTT  
17744 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  76706  GACCATGAAGATTTCATATTTTTTTTACAAATAGAGTAGCACTTGTAGGGCAAAAAAGTT  
76647 
 
Query  17745  GCTCGTTAACTATTAACTGATTCTCTACTTTCATGGAGATTAGTCTCAACGTCTCATGAC  
17804 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  76646  GCTCGTTAACTATTAACTGATTCTCTACTTTCATGGAGATTAGTCTCAACGTCTCATGAC  
76587 
 
Query  17805  CTCCAACTATAAAAATATCTTGCTTTCTGCaaaaaaaaaaaTTTTAAACCTCATGCAAAC  
17864 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  76586  CTCCAACTATAAAAATATCTTGCTTTCTGCAAAAAAAAAAATTTTAAACCTCATGCAAAC  
76527 
 
Query  17865  TATTCAAATCCCCTACACAATGCCGATCCTAGTGAGTTTGATTAAGATTCCATAAACTTA  
17924 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  76526  TATTCAAATCCCCTACACAATGCCGATCCTAGTGAGTTTGATTAAGATTCCATAAACTTA  
76467 
 
Query  17925  TCAAGAGAATAACCAAACATAACGTAAGGAAGAGAGAGTTCATAAAAAGTGAATAATTCC  
17984 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
586 
 
Sbjct  76466  TCAAGAGAATAACCAAACATAACGTAAGGAAGAGAGAGTTCATAAAAAGTGAATAATTCC  
76407 
 
Query  17985  TAGAACATGCTGAAAATAGCTCTCACTTTTGAAAACCATGCGTTTAAAAGTAAAACCAAG  
18044 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  76406  TAGAACATGCTGAAAATAGCTCTCACTTTTGAAAACCATGCGTTTAAAAGTAAAACCAAG  
76347 
 
Query  18045  ATGAGATTGATTTTAAACATTTGGTTTGCATTATGTATCtttttttAATCTTATTTCCTA  
18104 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  76346  ATGAGATTGATTTTAAACATTTGGTTTGCATTATGTATCTTTTTTTAATCTTATTTCCTA  
76287 
 
Query  18105  TTTTCTCCATACCAGATGTGAAAAATCAGCTTTTTTCCCCAAAAAACTCAACCTAGCCAT  
18164 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  76286  TTTTCTCCATACCAGATGTGAAAAATCAGCTTTTTTCCCCAAAAAACTCAACCTAGCCAT  
76227 
 
Query  18165  GAAGGTGCAGAAGGGGATTGGACTCAATGTGAGGAGCCTCATTTTAAATAAAATTTTAAC  
18224 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  76226  GAAGGTGCAGAAGGGGATTGGACTCAATGTGAGGAGCCTCATTTTAAATAAAATTTTAAC  
76167 
 
Query  18225  GCATTACATAATAAATAAGATACGAATGCTCAGGTTGGGTGTTCTGTATGAACCATTTGC  
18284 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  76166  GCATTACATAATAAATAAGATACGAATGCTCAGGTTGGGTGTTCTGTATGAACCATTTGC  
76107 
 
Query  18285  TGTGAAATCCGACTAAAATCAAAAGAGAAAGCCAACAAAATATAATCAATTTGTTTCAAA  
18344 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  76106  TGTGAAATCCGACTAAAATCAAAAGAGAAAGCCAACAAAATATAATCAATTTGTTTCAAA  
76047 
 
Query  18345  GCCTCAAGTAGTTGAATACAAAAGCTTTACCCTATTAGGTGAGATTGGCTAGGTAGATCA  
18404 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  76046  GCCTCAAGTAGTTGAATACAAAAGCTTTACCCTATTAGGTGAGATTGGCTAGGTAGATCA  
75987 
 
Query  18405  CACAATATTATTCGGCTCAAATAAAGACTAAAGTTTCAGTAATATTATTTGCTATGAGAT  
18464 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  75986  CACAATATTATTCGGCTCAAATAAAGACTAAAGTTTCAGTAATATTATTTGCTATGAGAT  
75927 
 
Query  18465  CCACTTCCTTCAACTTCTTGGAATATGATAAAATTGTTGCAGAAAATATAATAGGAATTA  
18524 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  75926  CCACTTCCTTCAACTTCTTGGAATATGATAAAATTGTTGCAGAAAATATAATAGGAATTA  
75867 
 
587 
 
Query  18525  GAAAATAAACAGCTTTTGGGAAAATATTCCTCAGAAAATTACTAAGATTTTCGAAGTAGT  
18584 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  75866  GAAAATAAACAGCTTTTGGGAAAATATTCCTCAGAAAATTACTAAGATTTTCGAAGTAGT  
75807 
 
Query  18585  TAAAATTTGCAACTTCCAAAGAAGCTTGAGGCAACCACACCACAAAAACCATTTATTATT  
18644 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  75806  TAAAATTTGCAACTTCCAAAGAAGCTTGAGGCAACCACACCACAAAAACCATTTATTATT  
75747 
 
Query  18645  AGTAGAGTCAAGACTTTATAAACCCCACACAAGAATTTTATCTTTCCAATGTGGGACTGA  
18704 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  75746  AGTAGAGTCAAGACTTTATAAACCCCACACAAGAATTTTATCTTTCCAATGTGGGACTGA  
75687 
 
Query  18705  AGAAGTCCCTGCAATTGATAACTAAACTAAACTCTATATTAAATAGACTTCGTAACAAAT  
18764 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  75686  AGAAGTCCCTGCAATTGATAACTAAACTAAACTCTATATTAAATAGACTTCGTAACAAAT  
75627 
 
Query  18765  AGGCATCAAAATCCCAAAGAATATGTCGAGTTGCAGTTGTATGTTCTCaaaaacaaaaaa  
18824 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  75626  AGGCATCAAAATCCCAAAGAATATGTCGAGTTGCAGTTGTATGTTCTCAAAAACAAAAAA  
75567 
 
Query  18825  aGTTAAACATTTTCATTATCAAGCTAGTCATACCATATGTTACAAAGAAAGTAAATAAAA  
18884 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  75566  AGTTAAACATTTTCATTATCAAGCTAGTCATACCATATGTTACAAAGAAAGTAAATAAAA  
75507 
 
Query  18885  AGCATTTTAAAAGTGTAACAACAATGACCATAACTACAGAGGAAAGCTCATAAATGAAAC  
18944 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  75506  AGCATTTTAAAAGTGTAACAACAATGACCATAACTACAGAGGAAAGCTCATAAATGAAAC  
75447 
 
Query  18945  AAAACAGGATTAGATGGAAAAAGGAAATTAAGAAGAATAACATACAGCCACTTGAGACGC  
19004 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  75446  AAAACAGGATTAGATGGAAAAAGGAAATTAAGAAGAATAACATACAGCCACTTGAGACGC  
75387 
 
Query  19005  TTTCCTAGCTTCCTTCATCCATTCAGTGGACAGTAACTGTCAAGTTTTGATGCCTTGAAC  
19064 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  75386  TTTCCTAGCTTCCTTCATCCATTCAGTGGACAGTAACTGTCAAGTTTTGATGCCTTGAAC  
75327 
 
Query  19065  ACCTCTTGCACATCCAGTAATGACCTCACAGCCCCTATTATAAGGATTAGCTGGTCTTGC  
19124 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
588 
 
Sbjct  75326  ACCTCTTGCACATCCAGTAATGACCTCACAGCCCCTATTATAAGGATTAGCTGGTCTTGC  
75267 
 
Query  19125  ATGAAAATTGTAGTAAGAAGCTCCTGCTCTATCACATGGAACCATGTCCCTCTTCAGTGT  
19184 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  75266  ATGAAAATTGTAGTAAGAAGCTCCTGCTCTATCACATGGAACCATGTCCCTCTTCAGTGT  
75207 
 
Query  19185  CCCATAGCTAATGTACTTTATGTGCTGCACACCTTCCAGAACTCTCCTATTGCTCTCTGA  
19244 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  75206  CCCATAGCTAATGTACTTTATGTGCTGCACACCTTCCAGAACTCTCCTATTGCTCTCTGA  
75147 
 
Query  19245  GTCCATTTCTGGCTCTGCCAAACACTCTCCAATGCTTTGGTGCAAACCCTTTTGGTCATC  
19304 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  75146  GTCCATTTCTGGCTCTGCCAAACACTCTCCAATGCTTTGGTGCAAACCCTTTTGGTCATC  
75087 
 
Query  19305  ACTTCAGTTTCACTCAAATTGATGAGGTCCACAACTGATAGGCCATTGCAGATTGGGAGA  
19364 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  75086  ACTTCAGTTTCACTCAAATTGATGAGGTCCACAACTGATAGGCCATTGCAGATTGGGAGA  
75027 
 
Query  19365  AGGGTGTGAAGCAGAAGAACAAGTGCCAAACATGGGAAAGTCATGACAATGAATCTGGGT  
19424 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  75026  AGGGTGTGAAGCAGAAGAACAAGTGCCAAACATGGGAAAGTCATGACAATGAATCTGGGT  
74967 
 
Query  19425  TGGGACATTGTTCTGTGCTGTTTTCAGTTTGTTGTTAAGTTGTGGAAGTGAATGTGAGAG  
19484 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  74966  TGGGACATTGTTCTGTGCTGTTTTCAGTTTGTTGTTAAGTTGTGGAAGTGAATGTGAGAG  
74907 
 
Query  19485  GCTTAATGGGTGGATAGTCATAAATTGGACAGTGTACAACTCTCTCCCGTGTTCGTGCAA  
19544 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  74906  GCTTAATGGGTGGATAGTCATAAATTGGACAGTGTACAACTCTCTCCCGTGTTCGTGCAA  
74847 
 
Query  19545  AAAGGTAGAACaaaaaaaattgaaaaatgtttttaaaagtgaatacataaaattatattt  
19604 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  74846  AAAGGTAGAACAAAAAAAATTGAAAAATGTTTTTAAAAGTGAATACATAAAATTATATTT  
74787 
 
Query  19605  ttctttaaatttaaataTGTTAAGACTATGATAGGTGTATTTCAAATTAAATAAATATTA  
19664 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  74786  TTCTTTAAATTTAAATATGTTAAGACTATGATAGGTGTATTTCAAATTAAATAAATATTA  
74727 
 
589 
 
Query  19665  AGGAATTTATTTCTTAATCCATTTATAAAAAATATTGCACAAAGTTACAACTAGACAACT  
19724 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  74726  AGGAATTTATTTCTTAATCCATTTATAAAAAATATTGCACAAAGTTACAACTAGACAACT  
74667 
 
Query  19725  AGTTAATAATATTAAAGGTATCATGCAGTGAACTTAATATGAAAAATGATCAATGAACAC  
19784 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  74666  AGTTAATAATATTAAAGGTATCATGCAGTGAACTTAATATGAAAAATGATCAATGAACAC  
74607 
 
Query  19785  ATATGTACTATTTAACACCTagaaagataaagaaagagaagagagagaaaaTACTGTATA  
19844 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  74606  ATATGTACTATTTAACACCTAGAAAGATAAAGAAAGAGAAGAGAGAGAAAATACTGTATA  
74547 
 
Query  19845  CACCTATTTAACACATCTGTGCTATCATATTTTACTTTATTTATTTTGTCGAGATTCTTA  
19904 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  74546  CACCTATTTAACACATCTGTGCTATCATATTTTACTTTATTTATTTTGTCGAGATTCTTA  
74487 
 
Query  19905  TCTGTTATTATTCGAATTCTATTTTGTAGTAGTCATATTTGTTGTCTTGTAGGTACTTTT  
19964 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  74486  TCTGTTATTATTCGAATTCTATTTTGTAGTAGTCATATTTGTTGTCTTGTAGGTACTTTT  
74427 
 
Query  19965  TCCATTACTAGACGTATTTTCTTCTTGGTCTACATGTTGCTTTCCATAACTAGTTTTAAT  
20024 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  74426  TCCATTACTAGACGTATTTTCTTCTTGGTCTACATGTTGCTTTCCATAACTAGTTTTAAT  
74367 
 
Query  20025  CTTGCTTCAAACTCTTCTTGTGAAGTTGCTACTGCTAATTTTGCAATTAtttttttCTGC  
20084 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  74366  CTTGCTTCAAACTCTTCTTGTGAAGTTGCTACTGCTAATTTTGCAATTATTTTTTTCTGC  
74307 
 
Query  20085  TAATCTCGTCATACAAATTATTTTGACAAACAAGAAATAAGTATGCCCTCTTATATGTAT  
20144 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  74306  TAATCTCGTCATACAAATTATTTTGACAAACAAGAAATAAGTATGCCCTCTTATATGTAT  
74247 
 
Query  20145  CAATCACGTTAGTCTTTGATTTTACAAATTCTTTACTTTAGTTTCCAAACTTGTAATAtc  
20204 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  74246  CAATCACGTTAGTCTTTGATTTTACAAATTCTTTACTTTAGTTTCCAAACTTGTAATATC  
74187 
 
Query  20205  attcatttcagatctttttcgtttcatttttcattatcattttATAAAATCTATAACTAA  
20264 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
590 
 
Sbjct  74186  ATTCATTTCAGATCTTTTTCGTTTCATTTTTCATTATCATTTTATAAAATCTATAACTAA  
74127 
 
Query  20265  AATGaaaaaaaTTGTAACATTAGAGACTAAACTGACTAACAAATACAGTTTCAAAAACTA  
20324 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  74126  AATGAAAAAAATTGTAACATTAGAGACTAAACTGACTAACAAATACAGTTTCAAAAACTA  
74067 
 
Query  20325  AAAGTTGGGTTACTCATAAAATAGACGCATTTCTAGTTTAGAGTGTATTTGGTAATTTCT  
20384 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  74066  AAAGTTGGGTTACTCATAAAATAGACGCATTTCTAGTTTAGAGTGTATTTGGTAATTTCT  
74007 
 
Query  20385  AAAATTCAAATAAGTAGGTAAAATGGAATTAGTTTTAAAATCACGAGTGAATCACTGACT  
20444 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  74006  AAAATTCAAATAAGTAGGTAAAATGGAATTAGTTTTAAAATCACGAGTGAATCACTGACT  
73947 
 
Query  20445  ATCGGTGAAATTTTAGCCAGGGGAGACTTGGCTTCTTAAAATATTCAACCCGCAAAAGTT  
20504 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  73946  ATCGGTGAAATTTTAGCCAGGGGAGACTTGGCTTCTTAAAATATTCAACCCGCAAAAGTT  
73887 
 
Query  20505  ATGAAACTAACATGATTTGAAGACAACATACAATTCCTGCAAGCGAAAATAAACCGTTGT  
20564 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  73886  ATGAAACTAACATGATTTGAAGACAACATACAATTCCTGCAAGCGAAAATAAACCGTTGT  
73827 
 
Query  20565  AGTTCGTGCGTTGTATACAGTATGTAGCAAGAGAAAATATAGACGTCAATGTGCGTTCTG  
20624 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  73826  AGTTCGTGCGTTGTATACAGTATGTAGCAAGAGAAAATATAGACGTCAATGTGCGTTCTG  
73767 
 
Query  20625  AACAAAAGTTTCCATGCTGTGTTAATTGGAATTCCATTGTGTAATGGAAAGTAAAGCTGG  
20684 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  73766  AACAAAAGTTTCCATGCTGTGTTAATTGGAATTCCATTGTGTAATGGAAAGTAAAGCTGG  
73707 
 
Query  20685  TCTATTCAGCAAATACTTACTGCACATCTCTCTACGCAAACATGAAGaaaaaaaaaTCCA  
20744 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  73706  TCTATTCAGCAAATACTTACTGCACATCTCTCTACGCAAACATGAAGAAAAAAAAATCCA  
73647 
 
Query  20745  TAATCAAGACTTTTATGTTTACAGGAATACGTTTGAAAGACAATCAGAAATTGAATATTT  
20804 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  73646  TAATCAAGACTTTTATGTTTACAGGAATACGTTTGAAAGACAATCAGAAATTGAATATTT  
73587 
 
591 
 
Query  20805  ACAACAGTTAATTAACATTGTATCCATCAGTCCCCAAAGCTGGTAAACATTTCGGATTTT  
20864 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  73586  ACAACAGTTAATTAACATTGTATCCATCAGTCCCCAAAGCTGGTAAACATTTCGGATTTT  
73527 
 
Query  20865  TCACAAGATAAATCAGGTAGTCAACTGTCAACTGTGAAGTTTCAGATCATATTGTGTATT  
20924 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  73526  TCACAAGATAAATCAGGTAGTCAACTGTCAACTGTGAAGTTTCAGATCATATTGTGTATT  
73467 
 
Query  20925  AGTCATGAAAAATTCATATAAAAATAGTTTAACTGTTCTCCAAGACAGCATGCCCAACTC  
20984 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  73466  AGTCATGAAAAATTCATATAAAAATAGTTTAACTGTTCTCCAAGACAGCATGCCCAACTC  
73407 
 
Query  20985  AAAGTGTGAGTTGATCCATGTTCTTAATGTTTCTAGAGATTCCATGAGTTGACCGTCCTT  
21044 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  73406  AAAGTGTGAGTTGATCCATGTTCTTAATGTTTCTAGAGATTCCATGAGTTGACCGTCCTT  
73347 
 
Query  21045  CGTCTTGTTCATCATATGGGTTTGCTCGGTAGTTGGATATTGCCTCTTCATTGTCAGAAC  
21104 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  73346  CGTCTTGTTCATCATATGGGTTTGCTCGGTAGTTGGATATTGCCTCTTCATTGTCAGAAC  
73287 
 
Query  21105  AGCCTGGCCTTTCAGTAAGAAACTGTTCCCAGAAAACATCATTCACCCTGTCTGGAGGAG  
21164 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  73286  AGCCTGGCCTTTCAGTAAGAAACTGTTCCCAGAAAACATCATTCACCCTGTCTGGAGGAG  
73227 
 
Query  21165  CTGGGTTAACTTGGTTGTTACTTGGAGCCTCCTGTGATGAAGCTAAATTGGTAGCCTCAG  
21224 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  73226  CTGGGTTAACTTGGTTGTTACTTGGAGCCTCCTGTGATGAAGCTAAATTGGTAGCCTCAG  
73167 
 
Query  21225  CAGCTACATTTAGGTTTGAGGAAACACCACTATCAGATTCTTTACCATTGGCAAAAAATC  
21284 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  73166  CAGCTACATTTAGGTTTGAGGAAACACCACTATCAGATTCTTTACCATTGGCAAAAAATC  
73107 
 
Query  21285  TTGATTCTGCCAATTTTCCAATTTCTTGACAGTCAATTTGGGGTGATCTGGCTGAGTATG  
21344 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  73106  TTGATTCTGCCAATTTTCCAATTTCTTGACAGTCAATTTGGGGTGATCTGGCTGAGTATG  
73047 
 
Query  21345  AATTTCTGTTCACTTGCAATGGACAAGATGCCAGAGTTAAGTTTAGTTGGCAGGATAAAC  
21404 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
592 
 
Sbjct  73046  AATTTCTGTTCACTTGCAATGGACAAGATGCCAGAGTTAAGTTTAGTTGGCAGGATAAAC  
72987 
 
Query  21405  TATCGCCTTCTTCACTACTTGGCTCCAAAGAGATCAGTTTTGAGCTCTCAGCAGTTGTTG  
21464 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  72986  TATCGCCTTCTTCACTACTTGGCTCCAAAGAGATCAGTTTTGAGCTCTCAGCAGTTGTTG  
72927 
 
Query  21465  CTCTTCGTGATAAACATGAATCCATCTTAAAAGTAAAAGAAGCCCCAGTATCTGCAAGCT  
21524 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  72926  CTCTTCGTGATAAACATGAATCCATCTTAAAAGTAAAAGAAGCCCCAGTATCTGCAAGCT  
72867 
 
Query  21525  CTAATGTTTCAGGTGCAAATGTAAGAGCTGTTCTTGTCTGCACTCCTCTTGGTTCTACTT  
21584 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  72866  CTAATGTTTCAGGTGCAAATGTAAGAGCTGTTCTTGTCTGCACTCCTCTTGGTTCTACTT  
72807 
 
Query  21585  CAGACAGCTTTTTCTGTGAGCTTTCCCCATCTTCATTTGAACTCTGTGTGCTACGTGATA  
21644 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  72806  CAGACAGCTTTTTCTGTGAGCTTTCCCCATCTTCATTTGAACTCTGTGTGCTACGTGATA  
72747 
 
Query  21645  CCAAGTTCATATCTGAAACAGCAGGTGACAACTCCAGTCTGAGTTTATTCGAAAAATCTT  
21704 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  72746  CCAAGTTCATATCTGAAACAGCAGGTGACAACTCCAGTCTGAGTTTATTCGAAAAATCTT  
72687 
 
Query  21705  GCCGGAAAACATTTCCAAATTCCATTCTAAAATTGCTATGATTGTCCACCAAGCTACTTT  
21764 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  72686  GCCGGAAAACATTTCCAAATTCCATTCTAAAATTGCTATGATTGTCCACCAAGCTACTTT  
72627 
 
Query  21765  CGGCAACTGGTTGCACGTGATCAACCTGAGGCAATCTCCTTTTCTTATATGCAGATAAAT  
21824 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  72626  CGGCAACTGGTTGCACGTGATCAACCTGAGGCAATCTCCTTTTCTTATATGCAGATAAAT  
72567 
 
Query  21825  CCATGGACTCAATTTTGCGTGAAAGATGTTCAACGAAAGTAGGATTCTGAAGAGCCTTCT  
21884 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  72566  CCATGGACTCAATTTTGCGTGAAAGATGTTCAACGAAAGTAGGATTCTGAAGAGCCTTCT  
72507 
 
Query  21885  CAAAGAAGTTCAGCAATTGTTTCTGCCTCTTGTCAACACCATCTAATCGCTGCAGAAAAT  
21944 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  72506  CAAAGAAGTTCAGCAATTGTTTCTGCCTCTTGTCAACACCATCTAATCGCTGCAGAAAAT  
72447 
 
593 
 
Query  21945  CTTCTAGCTTAGGCTTTGCTGTTGACTGATGTTGTTTGAAGTTACGAATATTGGATTCAA  
22004 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  72446  CTTCTAGCTTAGGCTTTGCTGTTGACTGATGTTGTTTGAAGTTACGAATATTGGATTCAA  
72387 
 
Query  22005  GAGAATTTTTCTCACGGGAAAGTTTGTCTATTTCTTCCTCAAATGCTGCCCTTTCTGGAT  
22064 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  72386  GAGAATTTTTCTCACGGGAAAGTTTGTCTATTTCTTCCTCAAATGCTGCCCTTTCTGGAT  
72327 
 
Query  22065  CTACAAGAGAACCTGGAGGATGACTATGACTGTGGATAGGTTTCCTGCGATGTATATTCT  
22124 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  72326  CTACAAGAGAACCTGGAGGATGACTATGACTGTGGATAGGTTTCCTGCGATGTATATTCT  
72267 
 
Query  22125  TGAGAAGATGCTTCTGATCTTTCAGAAACTCATCATTAGCAAATTCCCATCGCTCTGGAT  
22184 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  72266  TGAGAAGATGCTTCTGATCTTTCAGAAACTCATCATTAGCAAATTCCCATCGCTCTGGAT  
72207 
 
Query  22185  GTATTTTTCTAAATCCCTGATAACAGAGCAATATCAATAGACaaaaacaaataaaaccaa  
22244 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  72206  GTATTTTTCTAAATCCCTGATAACAGAGCAATATCAATAGACAAAAACAAATAAAACCAA  
72147 
 
Query  22245  ataatggttttattaaatgcttgaaaatatgtattaaagaaaaaaaaTAAACGCCCACAA  
22304 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  72146  ATAATGGTTTTATTAAATGCTTGAAAATATGTATTAAAGAAAAAAAATAAACGCCCACAA  
72087 
 
Query  22305  AGAATAATTTATCTTTCAAGCAATAAGATCTATAATTTTCTAAAATTTACCATTAAATCC  
22364 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  72086  AGAATAATTTATCTTTCAAGCAATAAGATCTATAATTTTCTAAAATTTACCATTAAATCC  
72027 
 
Query  22365  TTACAAGTATATACTCTTTACAAGAAAGAAACCCTCTGGAAAGCAAAAGTAGGCAGTGTT  
22424 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  72026  TTACAAGTATATACTCTTTACAAGAAAGAAACCCTCTGGAAAGCAAAAGTAGGCAGTGTT  
71967 
 
Query  22425  TGAGTTGTGGGAAAGTAATATTAAAGAACTGAAATTATGGTCAGAGTTTATAGTAAATGG  
22484 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  71966  TGAGTTGTGGGAAAGTAATATTAAAGAACTGAAATTATGGTCAGAGTTTATAGTAAATGG  
71907 
 
Query  22485  AGAAATTTTGAGGACTAAAGTTCCAAGGCAACCCATGGATaaaaaaaTAAACCAGTAACA  
22544 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
594 
 
Sbjct  71906  AGAAATTTTGAGGACTAAAGTTCCAAGGCAACCCATGGATAAAAAAATAAACCAGTAACA  
71847 
 
Query  22545  CAAAAGTAATATTAGCCTCACACAAATAGGGATCTAGGAAATAGGAAGTAACTCTAGCAA  
22604 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  71846  CAAAAGTAATATTAGCCTCACACAAATAGGGATCTAGGAAATAGGAAGTAACTCTAGCAA  
71787 
 
Query  22605  GAGCATCACACTTTCTAGAGTTTGATTGCACTCAAAGTCGAAATTCAATTCTGTCCATAA  
22664 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  71786  GAGCATCACACTTTCTAGAGTTTGATTGCACTCAAAGTCGAAATTCAATTCTGTCCATAA  
71727 
 
Query  22665  ATAGTACAGAGCTATAGAATATGCATGGGTCTCTTAAAGTTAAAATGCAACCTGAATGGG  
22724 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  71726  ATAGTACAGAGCTATAGAATATGCATGGGTCTCTTAAAGTTAAAATGCAACCTGAATGGG  
71667 
 
Query  22725  CTTACACAGTAATCATAGCCAACAACATTTCCAAAGACAGAAAATTAAAGCCCAAATATC  
22784 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  71666  CTTACACAGTAATCATAGCCAACAACATTTCCAAAGACAGAAAATTAAAGCCCAAATATC  
71607 
 
Query  22785  CTTTTATGACTAAATATCCATAAAAGAAACTAAGGCATTCAACTACAAGCACAAAAATAG  
22844 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  71606  CTTTTATGACTAAATATCCATAAAAGAAACTAAGGCATTCAACTACAAGCACAAAAATAG  
71547 
 
Query  22845  CAGCTTTCAAGAACAAGCAATCAGTACCTCTGTGGTAGCATGAGCTTTGGTGACAATATT  
22904 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  71546  CAGCTTTCAAGAACAAGCAATCAGTACCTCTGTGGTAGCATGAGCTTTGGTGACAATATT  
71487 
 
Query  22905  GGTTTATAGCAAGGGTTGGGGAGCTCAAATAAGGTACATGAGGGAAGTATTGGGTGATTT  
22964 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  71486  GGTTTATAGCAAGGGTTGGGGAGCTCAAATAAGGTACATGAGGGAAGTATTGGGTGATTT  
71427 
 
Query  22965  AAAAGAAAATAATTTAGTTGCAAATAAAAATAAATGTCAATTTATGAGAAAATTTGTTGA  
23024 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  71426  AAAAGAAAATAATTTAGTTGCAAATAAAAATAAATGTCAATTTATGAGAAAATTTGTTGA  
71367 
 
Query  23025  GTATCTTGGGCATATTATCTTAAGGAAAAGGGTTCCTAGTTGGCTACAGACACAAAAATG  
23084 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  71366  GTATCTTGGGCATATTATCTTAAGGAAAAGGGTTCCTAGTTGGCTACAGACACAAAAATG  
71307 
 
595 
 
Query  23085  ATCAAGAGTGTTAGAATGGCCTATTTCAAGAATTCTAAAGGGGATTCAAGGGTTCTTGGG  
23144 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  71306  ATCAAGAGTGTTAGAATGGCCTATTTCAAGAATTCTAAAGGGGATTCAAGGGTTCTTGGG  
71247 
 
Query  23145  TTTAACAAGAAATTACCAAAATTTGTAATAGGATAATGGCAAGATGGCCAAACCTTTAAC  
23204 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  71246  TTTAACAAGAAATTACCAAAATTTGTAATAGGATAATGGCAAGATGGCCAAACCTTTAAC  
71187 
 
Query  23205  TGATTTGACCAAGAAACATGGCTTTCATGAAGTTGAAAGATGTGATAATAACAACTCCAG  
23264 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  71186  TGATTTGACCAAGAAACATGGCTTTCATGAAGTTGAAAGATGTGATAATAACAACTCCAG  
71127 
 
Query  23265  TATTAAGGAGACAGGATTTTTCAAAGGAATTTGTGATTGAATATGCCTTTTGGAGGGGCC  
23324 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  71126  TATTAAGGAGACAGGATTTTTCAAAGGAATTTGTGATTGAATATGCCTTTTGGAGGGGCC  
71067 
 
Query  23325  TAGGGTTAGTGAATAGTGACAAAAACCCATCCAAACCTGCTTACACGAAGGAACTAATAG  
23384 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  71066  TAGGGTTAGTGAATAGTGACAAAAACCCATCCAAACCTGCTTACACGAAGGAACTAATAG  
71007 
 
Query  23385  GTTTGGCTTTAGTTATCTAACATTGGCAGCCTTACCTTTTGGGGAGTCATTTTTTGGTCT  
23444 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  71006  GTTTGGCTTTAGTTATCTAACATTGGCAGCCTTACCTTTTGGGGAGTCATTTTTTGGTCT  
70947 
 
Query  23445  ATTGTAATTATAACCAAAGAAGAAAGAATTGTTGCAGTAGTGAGTAACAACCCCAGATCA  
23504 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  70946  ATTGTAATTATAACCAAAGAAGAAAGAATTGTTGCAGTAGTGAGTAACAACCCCAGATCA  
70887 
 
Query  23505  GTAGTGTTGTTGGTCGGTCAAAATGTTAAGGTACCAGTTTGAGATGAGATACAAACTGGT  
23564 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  70886  GTAGTGTTGTTGGTCGGTCAAAATGTTAAGGTACCAGTTTGAGATGAGATACAAACTGGT  
70827 
 
Query  23565  TATGAGAATACAAAGTGTCTACTGGAGCTCTTTTCCTTCCCTTTGCTAGTAATTATGTCT  
23624 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  70826  TATGAGAATACAAAGTGTCTACTGGAGCTCTTTTCCTTCCCTTTGCTAGTAATTATGTCT  
70767 
 
Query  23625  TTACTTCCAAATTCAGTTCATTTTTAATATCAGATTAACACAAAAAGAACATTATAGCCC  
23684 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
596 
 
Sbjct  70766  TTACTTCCAAATTCAGTTCATTTTTAATATCAGATTAACACAAAAAGAACATTATAGCCC  
70707 
 
Query  23685  TTATTGCAACCAAGAACTTAAGGAAAATGCTATTATAAAATTGAGCATTTTCACCAATTG  
23744 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  70706  TTATTGCAACCAAGAACTTAAGGAAAATGCTATTATAAAATTGAGCATTTTCACCAATTG  
70647 
 
Query  23745  ATCAAATAAAGTGCCAGGGAATATGTGCTTAGGACTGAAAATAAAGAACTGAGTGCAAAA  
23804 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  70646  ATCAAATAAAGTGCCAGGGAATATGTGCTTAGGACTGAAAATAAAGAACTGAGTGCAAAA  
70587 
 
Query  23805  CATCAAGTGCATAAACACTCAACAGTTCAATAGCACAGCCCAAGAAGAGTATTTAAGTAT  
23864 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  70586  CATCAAGTGCATAAACACTCAACAGTTCAATAGCACAGCCCAAGAAGAGTATTTAAGTAT  
70527 
 
Query  23865  TATTAGGCATCTATTTTTTGTTAAGACCTACTAATAGACATACATGAACTGATATGCACC  
23924 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  70526  TATTAGGCATCTATTTTTTGTTAAGACCTACTAATAGACATACATGAACTGATATGCACC  
70467 
 
Query  23925  TCTGTCAGCCATCTTTTTCTGGATAAAGAAAAACAATTATGGTGGAGGAAGAAAGTTTAA  
23984 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  70466  TCTGTCAGCCATCTTTTTCTGGATAAAGAAAAACAATTATGGTGGAGGAAGAAAGTTTAA  
70407 
 
Query  23985  AGGTAAAGTAACAAATCCTATTCATGAAAACAACCGAAAATGCTCTAGCATGAATTTTTC  
24044 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  70406  AGGTAAAGTAACAAATCCTATTCATGAAAACAACCGAAAATGCTCTAGCATGAATTTTTC  
70347 
 
Query  24045  ATCATGTTTGGTAATTTATCATACAATATTCTCTAGTGCTCCTGGAATTCCCAACGGTTT  
24104 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  70346  ATCATGTTTGGTAATTTATCATACAATATTCTCTAGTGCTCCTGGAATTCCCAACGGTTT  
70287 
 
Query  24105  CAAAAACACAACATTAAAAAGTGCCACTCTGTGAAACGACAATATAAGAAAACCGCCAAA  
24164 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  70286  CAAAAACACAACATTAAAAAGTGCCACTCTGTGAAACGACAATATAAGAAAACCGCCAAA  
70227 
 
Query  24165  TTGTCATGCTAGTGACACCTGAAACATAAGCGGTATTAAATTCACTTTTGGAGAACCAAG  
24224 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  70226  TTGTCATGCTAGTGACACCTGAAACATAAGCGGTATTAAATTCACTTTTGGAGAACCAAG  
70167 
 
597 
 
Query  24225  GGAAAAGCATATATATGTTTTTAGAAACCGCTTTATACTTTTTACTATTAGCCGTTGACT  
24284 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  70166  GGAAAAGCATATATATGTTTTTAGAAACCGCTTTATACTTTTTACTATTAGCCGTTGACT  
70107 
 
Query  24285  GGTATTAAACTTATAAGAAGAATCCAAAAAATAGAGAAAGAAAAATTATTATGAGATCTA  
24344 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  70106  GGTATTAAACTTATAAGAAGAATCCAAAAAATAGAGAAAGAAAAATTATTATGAGATCTA  
70047 
 
Query  24345  ATGATCTATATTGACGTTTGTTATAGATACCAACCACTATTTTAAGATAGGTCAAGTATT  
24404 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  70046  ATGATCTATATTGACGTTTGTTATAGATACCAACCACTATTTTAAGATAGGTCAAGTATT  
69987 
 
Query  24405  AGTGTACAACAACCATCGCTTGCAGCCTACTATGATTGCTAACATTGTAAGACTCATAAA  
24464 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  69986  AGTGTACAACAACCATCGCTTGCAGCCTACTATGATTGCTAACATTGTAAGACTCATAAA  
69927 
 
Query  24465  ACACTTAAGAATCGTATCTTAATATTCTAATTCTAATAATTATTCATCATGCATACCTTG  
24524 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  69926  ACACTTAAGAATCGTATCTTAATATTCTAATTCTAATAATTATTCATCATGCATACCTTG  
69867 
 
Query  24525  TCAATAATAGAATAGCAGAATCCAGGATTAAGAACCTTTGAACACATTTGGTGATTTGGA  
24584 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  69866  TCAATAATAGAATAGCAGAATCCAGGATTAAGAACCTTTGAACACATTTGGTGATTTGGA  
69807 
 
Query  24585  AATTCATAAGTATGTGCTATATATCAGGGAGTTGCAGAAGACTAAGAAACCTTCTCTGAT  
24644 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  69806  AATTCATAAGTATGTGCTATATATCAGGGAGTTGCAGAAGACTAAGAAACCTTCTCTGAT  
69747 
 
Query  24645  GCAGGTCAAGTCCTATACTACCAGATTCTTATTACCTTCGGCTGAGTGTCATAATTTTCT  
24704 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  69746  GCAGGTCAAGTCCTATACTACCAGATTCTTATTACCTTCGGCTGAGTGTCATAATTTTCT  
69687 
 
Query  24705  GGCGCTTGAGCAAGGAATACCCCAAGGCACAGCATTCGATTTTTCTGATCACCTTCCTCG  
24764 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  69686  GGCGCTTGAGCAAGGAATACCCCAAGGCACAGCATTCGATTTTTCTGATCACCTTCCTCG  
69627 
 
Query  24765  ATGACGTCCGAGTCCAATTACCCCAATTCACAATCCAAAAAGAAACCTATCTTTAAACCT  
24824 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
598 
 
Sbjct  69626  ATGACGTCCGAGTCCAATTACCCCAATTCACAATCCAAAAAGAAACCTATCTTTAAACCT  
69567 
 
Query  24825  TGTCGATCTCTTTAACCCTAAGTAACATATATCTTCAAATAGACTCTATGAGATTCAAAT  
24884 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  69566  TGTCGATCTCTTTAACCCTAAGTAACATATATCTTCAAATAGACTCTATGAGATTCAAAT  
69507 
 
Query  24885  TGAAGCTCTCTCTATCTCCCTATACATTTTTCTCCATCTCACATCATCATCATTCATCAT  
24944 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  69506  TGAAGCTCTCTCTATCTCCCTATACATTTTTCTCCATCTCACATCATCATCATTCATCAT  
69447 
 
Query  24945  ACACATGCAACATTACAATTCAGCTCAGTGCCAATATCCAACAACAACGATTACAAAAAA  
25004 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  69446  ACACATGCAACATTACAATTCAGCTCAGTGCCAATATCCAACAACAACGATTACAAAAAA  
69387 
 
Query  25005  TTAGTCAAATCCGGCGATCAACATTTTATTGCAAAGGCACAATCAATACATGCAAACAAT  
25064 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  69386  TTAGTCAAATCCGGCGATCAACATTTTATTGCAAAGGCACAATCAATACATGCAAACAAT  
69327 
 
Query  25065  TAAACGGAAGACATAAATCAGAAGAACGAATTAGAATCCAATTAAAACGAAGGAAGCGCG  
25124 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  69326  TAAACGGAAGACATAAATCAGAAGAACGAATTAGAATCCAATTAAAACGAAGGAAGCGCG  
69267 
 
Query  25125  CCATGAATCCGAAGGCGAAACAAAGGAATCGAAAAACTTACGTAGGTATTGAGCTGGCGG  
25184 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  69266  CCATGAATCCGAAGGCGAAACAAAGGAATCGAAAAACTTACGTAGGTATTGAGCTGGCGG  
69207 
 
Query  25185  ATGAAGCTGGAAAAGTTGTTGTGCTTGAAATAGGTCGGGAGAAGGAGGCGAGCGAACTCG  
25244 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  69206  ATGAAGCTGGAAAAGTTGTTGTGCTTGAAATAGGTCGGGAGAAGGAGGCGAGCGAACTCG  
69147 
 
Query  25245  GGAGGGTTCCACACGACGAAGCTGTTGTTGGTGGAGCTCCAAGAAACGATGTCGTTGGTG  
25304 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  69146  GGAGGGTTCCACACGACGAAGCTGTTGTTGGTGGAGCTCCAAGAAACGATGTCGTTGGTG  
69087 
 
Query  25305  GAGGCATCGTCCACCATCTCGTAGGTCTTGAGAAGGAACGGCGCCGGACCACCGGCGGAT  
25364 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  69086  GAGGCATCGTCCACCATCTCGTAGGTCTTGAGAAGGAACGGCGCCGGACCACCGGCGGAT  
69027 
 
599 
 
Query  25365  TGTGGCGCACCGTCCATTTCGGAATGGAATTGATCTTTCCAGAACCTCagagagagagag  
25424 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  69026  TGTGGCGCACCGTCCATTTCGGAATGGAATTGATCTTTCCAGAACCTCAGAGAGAGAGAG  
68967 
 
Query  25425  agaATTGAGTAAAAGAAGAAAACCTGGAATTTGCAACTACGCTGACGCTATGCACTTTAG  
25484 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  68966  AGAATTGAGTAAAAGAAGAAAACCTGGAATTTGCAACTACGCTGACGCTATGCACTTTAG  
68907 
 
Query  25485  AGAGAGAAAAAGCGGTTTTGTTTGACTTCAACGTGGTCTATACCGTAGCCTGCTGCAGGT  
25544 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  68906  AGAGAGAAAAAGCGGTTTTGTTTGACTTCAACGTGGTCTATACCGTAGCCTGCTGCAGGT  
68847 
 
Query  25545  TGTTGGGGATTCCTACCCACCTTGaaaaatggaatatatattttaaaataaataattatt  
25604 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  68846  TGTTGGGGATTCCTACCCACCTTGAAAAATGGAATATATATTTTAAAATAAATAATTATT  
68787 
 
Query  25605  ttcatttttaaatatatgaacgtttaaaaaatttattcctaaaaataaaaatttaaactt  
25664 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  68786  TTCATTTTTAAATATATGAACGTTTAAAAAATTTATTCCTAAAAATAAAAATTTAAACTT  
68727 
 
Query  25665  tatttctcacaggaaaaaatacaacaaaattaTCACCATTCACGAAATAACCTACATGAC  
25724 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  68726  TATTTCTCACAGGAAAAAATACAACAAAATTATCACCATTCACGAAATAACCTACATGAC  
68667 
 
Query  25725  ATATGGTCCTCCGGGAATAAAAATGTCtatttatttctatttttatctttttttttCctc  
25784 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  68666  ATATGGTCCTCCGGGAATAAAAATGTCTATTTATTTCTATTTTTATCTTTTTTTTTCCTC  
68607 
 
Query  25785  tctctctctAGTCGATTAGTACATTTAAACTCATACGTAAGGTTTTGTTTTGTTGAGTTC  
25844 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  68606  TCTCTCTCTAGTCGATTAGTACATTTAAACTCATACGTAAGGTTTTGTTTTGTTGAGTTC  
68547 
 
Query  25845  AGGTAAATAAAAATATGTAGCGGGAGAAATATTTGATATTTTCATCAGTTATAAAACTTT  
25904 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  68546  AGGTAAATAAAAATATGTAGCGGGAGAAATATTTGATATTTTCATCAGTTATAAAACTTT  
68487 
 
Query  25905  TTTACACCAACCATAGTTATACATTGATCTATGACCTGGGaaaaaaaTATGCGGGTGAtt  
25964 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
600 
 
Sbjct  68486  TTTACACCAACCATAGTTATACATTGATCTATGACCTGGGAAAAAAATATGCGGGTGATT  
68427 
 
Query  25965  tttttCTTATAAGAATATAGGGGTAAATTTAAGCATGGGAGATTAGGATTATGTTGTAta  
26024 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  68426  TTTTTCTTATAAGAATATAGGGGTAAATTTAAGCATGGGAGATTAGGATTATGTTGTATA  
68367 
 
Query  26025  aaattagctgaaaactaataaattagttggaagttaaaaaattaatttattaaaattaag  
26084 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  68366  AAATTAGCTGAAAACTAATAAATTAGTTGGAAGTTAAAAAATTAATTTATTAAAATTAAG  
68307 
 
Query  26085  tgtgtgataaaattagtttttgaaatagttaaaaaatataaaataacttaaaaataataa  
26144 
              ||||||||||||||||||||||||||||||||||||||||||||||||| |||||||||| 
Sbjct  68306  TGTGTGATAAAATTAGTTTTTGAAATAGTTAAAAAATATAAAATAACTTTAAAATAATAA  
68247 
 
Query  26145  aataatgatttgcttaaaaaggataaataataaatttgataaatatattaaaaataaata  
26204 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  68246  AATAATGATTTGCTTAAAAAGGATAAATAATAAATTTGATAAATATATTAAAAATAAATA  
68187 
 
Query  26205  aaaaaagaatatatgaagaaataaataatattttaaaaaatattacttgaagtagtgttt  
26264 
              ||||||||||||||||| |||||||||||||||||||||||||||||||||||||||||| 
Sbjct  68186  AAAAAAGAATATATGAAAAAATAAATAATATTTTAAAAAATATTACTTGAAGTAGTGTTT  
68127 
 
Query  26265  aaaaaaatgttaaaaattatttaaaaaacttctttatcaaacaactaaataaacttttct  
26324 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  68126  AAAAAAATGTTAAAAATTATTTAAAAAACTTCTTTATCAAACAACTAAATAAACTTTTCT  
68067 
 
Query  26325  gttaataaaaaaactaaaaaTCAATTCAAATATTTTGACAAACATAATTTAAGAGTGCAA  
26384 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  68066  GTTAATAAAAAAACTAAAAATCAATTCAAATATTTTGACAAACATAATTTAAGAGTGCAA  
68007 
 
Query  26385  AAATGCTCACTAAGTTTGAAGAGAAAGCAAGAAAAAGTAATTTTTGTAGCATTAAATTTA  
26444 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  68006  AAATGCTCACTAAGTTTGAAGAGAAAGCAAGAAAAAGTAATTTTTGTAGCATTAAATTTA  
67947 
 
Query  26445  GAGGAGTTTCAAGAAAATATTTTTTAACACACTTGATTGTACTATTCATTAAAAATTATA  
26504 
              ||||||||||||||||||||||||||||||||||||||||||||||||| |||||||||| 
Sbjct  67946  GAGGAGTTTCAAGAAAATATTTTTTAACACACTTGATTGTACTATTCATGAAAAATTATA  
67887 
 
601 
 
Query  26505  AAAGATATTTATTAATTAAAGTACGAGACCTTCTAAGATTTCAAATTTTCAAATAAATTT  
26564 
              ||||||||||||||||||||||| |||||||||||||||||||||||||||||||||||| 
Sbjct  67886  AAAGATATTTATTAATTAAAGTATGAGACCTTCTAAGATTTCAAATTTTCAAATAAATTT  
67827 
 
Query  26565  TAACATTTATAGAAGAAAGTATGTTCAAGATAACGTATTAATAAAATTTGGATGTTTTAA  
26624 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  67826  TAACATTTATAGAAGAAAGTATGTTCAAGATAACGTATTAATAAAATTTGGATGTTTTAA  
67767 
 
Query  26625  GAtttttttAGAAGTGGGTTTAATCTAGTGACCCTAGATAATATAGTATATTGAATAAGT  
26684 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  67766  GATTTTTTTAGAAGTGGGTTTAATCTAGTGACCCTAGATAATATAGTATATTGAATAAGT  
67707 
 
Query  26685  TGTTGTTATTAACTATTATGGATATTTGAATGCACAAGTGTATTTGCAGAGTAAAATCTT  
26744 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  67706  TGTTGTTATTAACTATTATGGATATTTGAATGCACAAGTGTATTTGCAGAGTAAAATCTT  
67647 
 
Query  26745  TTACATCATTTGTAAAAGTCTTATTTGtataatatatatatatatatatataAAAATAAA  
26804 
              ||||||||||||||||||||||||||||||||| |||||||||||||||      ||||| 
Sbjct  67646  TTACATCATTTGTAAAAGTCTTATTTGTATAATCTATATATATATATAT------ATAAA  
67593 
 
Query  26805  GTTAATGATTCATGTTTTAAGATACTGaaaaaattattatttaattattattttacttaa  
26864 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  67592  GTTAATGATTCATGTTTTAAGATACTGAAAAAATTATTATTTAATTATTATTTTACTTAA  
67533 
 
Query  26865  aaaacttaGGATGCATGATCTGCAAATCACACACTCTCAAAAAAGAGATAATAATTATTA  
26924 
              ||||||||||||||||||| |||||||||||||||||||||||||||||||||||||||| 
Sbjct  67532  AAAACTTAGGATGCATGATTTGCAAATCACACACTCTCAAAAAAGAGATAATAATTATTA  
67473 
 
Query  26925  AAAAATTACAAGTCTTAAAAGTTATTGTTAATGTAGTATTTAATACTTTCTCACACATTT  
26984 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  67472  AAAAATTACAAGTCTTAAAAGTTATTGTTAATGTAGTATTTAATACTTTCTCACACATTT  
67413 
 
Query  26985  TAGTGTTAGTTTAATTAATAAATAACATATTTTATTCACATAAATTTTTTATACGAGACT  
27044 
              |||||||||||||||||||||||||||||||||||||||||||| ||||||||||||||| 
Sbjct  67412  TAGTGTTAGTTTAATTAATAAATAACATATTTTATTCACATAAACTTTTTATACGAGACT  
67353 
 
Query  27045  TCCAATCATAAAGATTATGTTATTGTTATTTGTCAATTTCAGATGACTTAATAAAGTCTC  
27104 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
602 
 
Sbjct  67352  TCCAATCATAAAGATTATGTTATTGTTATTTGTCAATTTCAGATGACTTAATAAAGTCTC  
67293 
 
Query  27105  ATTCTGATGGATATTTTGCGAATCCtttttttATAAAATCCTATAAACACCCAAATTTTA  
27164 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  67292  ATTCTGATGGATATTTTGCGAATCCTTTTTTTATAAAATCCTATAAACACCCAAATTTTA  
67233 
 
Query  27165  GACATAAAATTTTCACATCCTAACACCCATTTAACCACACGAGATTGCAACAAAGTTTTA  
27224 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  67232  GACATAAAATTTTCACATCCTAACACCCATTTAACCACACGAGATTGCAACAAAGTTTTA  
67173 
 
Query  27225  CACAATACAACATACTCTAAAATCATGTCCAAAACCTCTAAAATCACCGAGCAAGAACCG  
27284 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  67172  CACAATACAACATACTCTAAAATCATGTCCAAAACCTCTAAAATCACCGAGCAAGAACCG  
67113 
 
Query  27285  ATTacaaactcaactagtcataaacaaaataaaaaactgaaaatggaacaacaacaacag  
27344 
              ||| |||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  67112  ATTGCAAACTCAACTAGTCATAAACAAAATAAAAAACTGAAAATGGAACAACAACAACAG  
67053 
 
Query  27345  tcccaaaaTCGTTTATCTGATTCATTACCATCAAACAAATTAAATTAAGATTGGAGaaaa  
27404 
              ||||||||||||| |||||||||||||||||||||||||||||||||||||||||| ||| 
Sbjct  67052  TCCCAAAATCGTTGATCTGATTCATTACCATCAAACAAATTAAATTAAGATTGGAG-AAA  
66994 
 
Query  27405  aaaaTAATTAATATATTAATATACCTTAAAGTGGTCGGGATTATTCCTTAAAAGTTAAAA  
27464 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  66993  AAAATAATTAATATATTAATATACCTTAAAGTGGTCGGGATTATTCCTTAAAAGTTAAAA  
66934 
 
Query  27465  TTGTTATTGTAGTAGGCCAAAATCACCGATCATCAATCTATCATAAATTC---AGTTAGT  
27521 
              ||||||||||||||||||||||||||||||||||||||||||||||||||   ||||||| 
Sbjct  66933  TTGTTATTGTAGTAGGCCAAAATCACCGATCATCAATCTATCATAAATTCATGAGTTAGT  
66874 
 
Query  27522  CACAAAATAGATAATATGAGATGAGTGACATCGCGTTGTCTTTAAAGACTTATAAACGTA  
27581 
              |||||||||||||||||||||||||||||||| ||| ||||| |||||||||| |||||| 
Sbjct  66873  CACAAAATAGATAATATGAGATGAGTGACATCACGTGGTCTTCAAAGACTTATCAACGTA  
66814 
 
Query  27582  GTGCATAAGTCCTTTAGAATTTAACAAATCCTCCGAAAACTTGTCAAGACAACAAAACTA  
27641 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  66813  GTGCATAAGTCCTTTAGAATTTAACAAATCCTCCGAAAACTTGTCAAGACAACAAAACTA  
66754 
 
603 
 
Query  27642  ACAAATTTTTTGTATGTAAAATCCTGGAATTCAATGGGAAGACCGAAGAGGGAGAGAAAC  
27701 
               ||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  66753  TCAAATTTTTTGTATGTAAAATCCTGGAATTCAATGGGAAGACCGAAGAGGGAGAGAAAC  
66694 
 
Query  27702  TGAAATAGAGGTTTAGGAAGAAAGTGTTGAACAATTGTTAGAGAAGGTTAATTAGaaaaa  
27761 
              ||||||||||||||||||||||||||||||||||||||||||||||||||||||| |||| 
Sbjct  66693  TGAAATAGAGGTTTAGGAAGAAAGTGTTGAACAATTGTTAGAGAAGGTTAATTAG-AAAA  
66635 
 
Query  27762  aaaaTATATAATGGAATTTTAAATGTAAAAGTTGGAAGTGGATACATTAAGATTTTTCTA  
27821 
              |||||||||||||| ||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  66634  AAAATATATAATGGGATTTTAAATGTAAAAGTTGGAAGTGGATACATTAAGATTTTTCTA  
66575 
 
Query  27822  Gaaagattaaataaaaaatcatatttttcatataaatatgatttaaaaataattaataag  
27881 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  66574  GAAAGATTAAATAAAAAATCATATTTTTCATATAAATATGATTTAAAAATAATTAATAAG  
66515 
 
Query  27882  atttaatattttaaaatGTCTAACAAATGCCACAACATTATCACGAAAATATACAATAAA  
27941 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  66514  ATTTAATATTTTAAAATGTCTAACAAATGCCACAACATTATCACGAAAATATACAATAAA  
66455 
 
Query  27942  CTAGGAAGTTGGCTCATGCTCCATGCAACTAGAGAGATaaaag-aaaaaaaaagataaat  
28000 
              ||||||||||||||||||||||||||||||||||||||||||| |||||||||||||||| 
Sbjct  66454  CTAGGAAGTTGGCTCATGCTCCATGCAACTAGAGAGATAAAAGAAAAAAAAAAGATAAAT  
66395 
 
Query  28001  gaaaaatattgtttaaaaattctataaaattttactatatttatattatcatattatctt  
28060 
              | |||||||||||||||||||||||||||||||||||||||||||||||| ||||||||| 
Sbjct  66394  GGAAAATATTGTTTAAAAATTCTATAAAATTTTACTATATTTATATTATCGTATTATCTT  
66335 
 
Query  28061  taaatttaaagtaaattaaaatatttgtatatattaatttgatttattaaaaatatatGC  
28120 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  66334  TAAATTTAAAGTAAATTAAAATATTTGTATATATTAATTTGATTTATTAAAAATATATGC  
66275 
 
Query  28121  TAGAGTGATTTAATTTAAATAATTATAGTTATCTGGTATATTTATAGGATTTaaaaaaaT  
28180 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  66274  TAGAGTGATTTAATTTAAATAATTATAGTTATCTGGTATATTTATAGGATTTAAAAAAAT  
66215 
 
Query  28181  GATAtttt-tttATCTTTAAACAATTTGTTTAGAATaaaaaaaaaTATTTTCATGAGACA  
28239 
              ||||||||  |||||||||||||||||||||||||| ||||||||||||||||||||||| 
604 
 
Sbjct  66214  GATATTTTCATTATCTTTAAACAATTTGTTTAGAAT-AAAAAAAATATTTTCATGAGACA  
66156 
 
Query  28240  CAAAAattatgttttaagtctttaaatttaatttgtttttattatatttgtcattttttt  
28299 
              |||||||||||||| ||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  66155  CAAAAATTATGTTTCAAGTCTTTAAATTTAATTTGTTTTTATTATATTTGTCATTTTTTT  
66096 
 
Query  28300  attatttttaacctcattcgttaattatgagaaatttttgttaataaatttaataaaaaa  
28359 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  66095  ATTATTTTTAACCTCATTCGTTAATTATGAGAAATTTTTGTTAATAAATTTAATAAAAAA  
66036 
 
Query  28360  atttatttaggaaataagaaacaaaggaaaaaagatatatttaaataGTGATATAAtttt  
28419 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||| ||| 
Sbjct  66035  ATTTATTTAGGAAATAAGAAACAAAGGAAAAAAGATATATTTAAATAGTGATATAA-TTT  
65977 
 
Query  28420  ttttGTCAAAAGTTATATATTTTCTAGatttacttaataaaactttaaattttaatttag  
28479 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  65976  TTTTGTCAAAAGTTATATATTTTCTAGATTTACTTAATAAAACTTTAAATTTTAATTTAG  
65917 
 
Query  28480  tttattgaaatttaatataaacaattttaCATACATATACTCTAAAACAGTCATTTGAAT  
28539 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  65916  TTTATTGAAATTTAATATAAACAATTTTACATACATATACTCTAAAACAGTCATTTGAAT  
65857 
 
Query  28540  GAAGAATGG------------AGTTAAAAGAAATCAATAACAATATTTTAG-AAGaaaaa  
28586 
              |||||||||            |||||||||||||||||||||||||||||| |||||||| 
Sbjct  65856  GAAGAATGGAGAATAATAACAAGTTAAAAGAAATCAATAACAATATTTTAGAAAGAAAAA  
65797 
 
Query  28587  aaaGAAAATTCATATGTTTATACAACTGAAACGAAAAATGAAGTAAACTCCTTCATGTTA  
28646 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  65796  AAAGAAAATTCATATGTTTATACAACTGAAACGAAAAATGAAGTAAACTCCTTCATGTTA  
65737 
 
Query  28647  TTGTAACTGAGGACACTCTCTCTGCCACGTACTCTTAAATTTAATTCACATTTCATTGAT  
28706 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  65736  TTGTAACTGAGGACACTCTCTCTGCCACGTACTCTTAAATTTAATTCACATTTCATTGAT  
65677 
 
Query  28707  CGTCTTACACACGTGGGGATTATTTCAGTGGCGTGAAACTTCCAGAAGAACTCAAAGTCA  
28766 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  65676  CGTCTTACACACGTGGGGATTATTTCAGTGGCGTGAAACTTCCAGAAGAACTCAAAGTCA  
65617 
 
605 
 
Query  28767  CTCCTCTTCTGCTTGCCCTCTTTCGCTTCCTGCAAATCTTTCTGAGGTACGTTCTTTCAC  
28826 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  65616  CTCCTCTTCTGCTTGCCCTCTTTCGCTTCCTGCAAATCTTTCTGAGGTACGTTCTTTCAC  
65557 
 
Query  28827  GTGGGGATTAAATATTTCAAGTTTACTACTTTGATTTTCGTTTTATCTTAGTATTTGTTT  
28886 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  65556  GTGGGGATTAAATATTTCAAGTTTACTACTTTGATTTTCGTTTTATCTTAGTATTTGTTT  
65497 
 
Query  28887  TCTCTCTACCTATCTTCAGAATCGAGTCACAGACTAGAGCTAAATCAGCATAGAGGTACG  
28946 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  65496  TCTCTCTACCTATCTTCAGAATCGAGTCACAGACTAGAGCTAAATCAGCATAGAGGTACG  
65437 
 
Query  28947  CGTCATTGGTTTTTTGCCCTAATTTTATTTATATGGTTGAATGCTTTATCTTAGGGTTTT  
29006 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  65436  CGTCATTGGTTTTTTGCCCTAATTTTATTTATATGGTTGAATGCTTTATCTTAGGGTTTT  
65377 
 
Query  29007  ATTCAAAATTAGTGTCACATATTTCATGTAAAATTCAATCAAGTCTGGTTTAGGAGTGTT  
29066 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  65376  ATTCAAAATTAGTGTCACATATTTCATGTAAAATTCAATCAAGTCTGGTTTAGGAGTGTT  
65317 
 
Query  29067  CCTATCTACTTTTTCATGAACAACTATAGGCTGACCAGTGAATTAAGCCATTCGTTTTGT  
29126 
              |||||||||||||||||||||||||||| ||||||||||||||||||||||||||||||| 
Sbjct  65316  CCTATCTACTTTTTCATGAACAACTATATGCTGACCAGTGAATTAAGCCATTCGTTTTGT  
65257 
 
Query  29127  TTTTCATAGTTTGTGACTAAGACTTTCTCTTCCCCTCATTCATGGCTTCGTGCCCTAGCC  
29186 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  65256  TTTTCATAGTTTGTGACTAAGACTTTCTCTTCCCCTCATTCATGGCTTCGTGCCCTAGCC  
65197 
 
Query  29187  TCGTAATGTTATTTATATGGCTGAATGCTGTGGCTTAGGGTTTTCTTCAAAATTAGTTTA  
29246 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  65196  TCGTAATGTTATTTATATGGCTGAATGCTGTGGCTTAGGGTTTTCTTCAAAATTAGTTTA  
65137 
 
Query  29247  ACAtttttttATGTGAAATTTCAACCAAGTCAAGCCGTAGTGTGTTCTGTTCTGCTCAGT  
29306 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  65136  ACATTTTTTTATGTGAAATTTCAACCAAGTCAAGCCGTAGTGTGTTCTGTTCTGCTCAGT  
65077 
 
Query  29307  GATCAAAGATCTGCATCAATAGCGCACTTTAGCAGCGCAAAGCGGCCACTGTAAAGTTTT  
29366 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
606 
 
Sbjct  65076  GATCAAAGATCTGCATCAATAGCGCACTTTAGCAGCGCAAAGCGGCCACTGTAAAGTTTT  
65017 
 
Query  29367  GAATAACGGTGTAGTGGCTGCAATCACGGCCATAATAGTGGCTCTATCGGTGATAAGTGG  
29426 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  65016  GAATAACGGTGTAGTGGCTGCAATCACGGCCATAATAGTGGCTCTATCGGTGATAAGTGG  
64957 
 
Query  29427  CGCTAGATTGAGGCTTCTTTGAAAACCCATTTTCCCCCTCAAAACAGCATGGTTTTTGGG  
29486 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  64956  CGCTAGATTGAGGCTTCTTTGAAAACCCATTTTCCCCCTCAAAACAGCATGGTTTTTGGG  
64897 
 
Query  29487  TTGGGTGTGTGGTCTTAGTGCACAGTTGAGATATTCCTCCCCTTTTTAAGAATTTGAAAA  
29546 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  64896  TTGGGTGTGTGGTCTTAGTGCACAGTTGAGATATTCCTCCCCTTTTTAAGAATTTGAAAA  
64837 
 
Query  29547  TCCCTAATTGGATCTAGTTTCTCTCGCTTTTGTCTACTGTGTGACACTCACTATTTGACT  
29606 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  64836  TCCCTAATTGGATCTAGTTTCTCTCGCTTTTGTCTACTGTGTGACACTCACTATTTGACT  
64777 
 
Query  29607  AACTTCCGTGCATATCCGGCAGTATTTCTGGCAACACTCACCTTCCATATTTTTCTCCTT  
29666 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  64776  AACTTCCGTGCATATCCGGCAGTATTTCTGGCAACACTCACCTTCCATATTTTTCTCCTT  
64717 
 
Query  29667  TGAACTCTGAACCTCTGTTCTTTTCTCTGTGCAACACCCACCCTCACTGTTTATTGAATG  
29726 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  64716  TGAACTCTGAACCTCTGTTCTTTTCTCTGTGCAACACCCACCCTCACTGTTTATTGAATG  
64657 
 
Query  29727  TTTAAGATGCTTTGTATCTGAAATTTGAAATATGAACGTGCctttgaattttgtttgttt  
29786 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  64656  TTTAAGATGCTTTGTATCTGAAATTTGAAATATGAACGTGCCTTTGAATTTTGTTTGTTT  
64597 
 
Query  29787  tcttgacttgtattgttatttacttgtattttatgttttgCTTAAAATCTATGACCTTTT  
29846 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  64596  TCTTGACTTGTATTGTTATTTACTTGTATTTTATGTTTTGCTTAAAATCTATGACCTTTT  
64537 
 
Query  29847  ATTATTGATGAACATGTCATGAATGTTGAGTATTTATCATAGTGCCAATCTCGCTATGAA  
29906 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  64536  ATTATTGATGAACATGTCATGAATGTTGAGTATTTATCATAGTGCCAATCTCGCTATGAA  
64477 
 
607 
 
Query  29907  CTATACTGCCATAGCATTTTTGGGGTAGGCCACTATGGATTGCTGCCTGAGATTGATAAC  
29966 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  64476  CTATACTGCCATAGCATTTTTGGGGTAGGCCACTATGGATTGCTGCCTGAGATTGATAAC  
64417 
 
Query  29967  TATGCTTACTTCATAACTTGTACCAAATAATATGTACCATTTATATTGCTTGGGAGAATG  
30026 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  64416  TATGCTTACTTCATAACTTGTACCAAATAATATGTACCATTTATATTGCTTGGGAGAATG  
64357 
 
Query  30027  TATGGAAATTGACTCTTTGATGCCATGTTTTCCTTGAACAGATACAAAAATGCCAAAAGT  
30086 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  64356  TATGGAAATTGACTCTTTGATGCCATGTTTTCCTTGAACAGATACAAAAATGCCAAAAGT  
64297 
 
Query  30087  AAAGACAAATCGTGTTAAATACCCAGAGGGCTGGGAATTAATTGAGCCTACACTCCGTGA  
30146 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  64296  AAAGACAAATCGTGTTAAATACCCAGAGGGCTGGGAATTAATTGAGCCTACACTCCGTGA  
64237 
 
Query  30147  ACTTCAAGCAAAGATGAGGGAAGGTTGGAAATTTACATCATGTTCTTAGTAGGTTTTATT  
30206 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  64236  ACTTCAAGCAAAGATGAGGGAAGGTTGGAAATTTACATCATGTTCTTAGTAGGTTTTATT  
64177 
 
Query  30207  ATGTTCTTTCTGAAATCAATGAAATGAATAGTTTTATATCCTTTATGTGGCAGCTGAGAA  
30266 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  64176  ATGTTCTTTCTGAAATCAATGAAATGAATAGTTTTATATCCTTTATGTGGCAGCTGAGAA  
64117 
 
Query  30267  TGATCCGCATGATGGCAAAAGAAAATGTGAGACCTTATGGCCTATATTTAAGATTGCACA  
30326 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  64116  TGATCCGCATGATGGCAAAAGAAAATGTGAGACCTTATGGCCTATATTTAAGATTGCACA  
64057 
 
Query  30327  CCAGAAGAGCCGCTACATATTTGATCTATACCATCGGAGGAAGGAAATTTCTAAAGAACT  
30386 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  64056  CCAGAAGAGCCGCTACATATTTGATCTATACCATCGGAGGAAGGAAATTTCTAAAGAACT  
63997 
 
Query  30387  GTATGAATTCTGTTTAGATCAAGGATATGCTGACCGCAATCTAATTGCAAAATGGAAGAA  
30446 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  63996  GTATGAATTCTGTTTAGATCAAGGATATGCTGACCGCAATCTAATTGCAAAATGGAAGAA  
63937 
 
Query  30447  GGTACCTGAAATTAGTTCttttattttatttttttaaaactggttttctttttctattgc  
30506 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
608 
 
Sbjct  63936  GGTACCTGAAATTAGTTCTTTTATTTTATTTTTTTAAAACTGGTTTTCTTTTTCTATTGC  
63877 
 
Query  30507  tttttACATAGGAGGAAATTCATTAAAGAGATAAGAGAAGCACAACTAGGAGGAGGATAA  
30566 
              ||||||||||||||||||||||||||||||| |||||||||||||||||||||||||||| 
Sbjct  63876  TTTTTACATAGGAGGAAATTCATTAAAGAGAAAAGAGAAGCACAACTAGGAGGAGGATAA  
63817 
 
Query  30567  GAAATCTGCTAGTTACcaaaaaaataaaagaaattctccaaaacaaataagactaatgca  
30626 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  63816  GAAATCTGCTAGTTACCAAAAAAATAAAAGAAATTCTCCAAAACAAATAAGACTAATGCA  
63757 
 
Query  30627  ataaaatgagccaaaaGCTGGTTGAAAGGTCTATTATGAATTTGCAACAAACCATTTGCA  
30686 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  63756  ATAAAATGAGCCAAAAGCTGGTTGAAAGGTCTATTATGAATTTGCAACAAACCATTTGCA  
63697 
 
Query  30687  TTAACCATGTTAAGTACCACTGTCCTAACCAAGGACTTGGCTTTTGAAGAGATGTTTGAA  
30746 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  63696  TTAACCATGTTAAGTACCACTGTCCTAACCAAGGACTTGGCTTTTGAAGAGATGTTTGAA  
63637 
 
Query  30747  TTTTAAAATGGATTAATCAAGTAGAAACCTAGGTTAGGCGTGTGTATGAAATTGATAGAA  
30806 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  63636  TTTTAAAATGGATTAATCAAGTAGAAACCTAGGTTAGGCGTGTGTATGAAATTGATAGAA  
63577 
 
Query  30807  AGCTTTACAGGAGAAAATACTGGAAGAGTCCATGATCCAAACTCTTCTAACTAACTTAGT  
30866 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  63576  AGCTTTACAGGAGAAAATACTGGAAGAGTCCATGATCCAAACTCTTCTAACTAACTTAGT  
63517 
 
Query  30867  TGGGGGAGAAAGAGACTCAAGTAAAAGTGTAAAAGCAAAAGGGATTGTAGTTCACTATAT  
30926 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  63516  TGGGGGAGAAAGAGACTCAAGTAAAAGTGTAAAAGCAAAAGGGATTGTAGTTCACTATAT  
63457 
 
Query  30927  TACCCATATTAAAATATCCAAGTAAATTACAGTCCCTTTGTAAATAATGATCTTAGATTC  
30986 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  63456  TACCCATATTAAAATATCCAAGTAAATTACAGTCCCTTTGTAAATAATGATCTTAGATTC  
63397 
 
Query  30987  TTAGCCTTAGATTAGAAATGGCTAATGAGCAAACTTCACAAAGTAGATAGTTGAAACATG  
31046 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  63396  TTAGCCTTAGATTAGAAATGGCTAATGAGCAAACTTCACAAAGTAGATAGTTGAAACATG  
63337 
 
609 
 
Query  31047  CAGGAAAAGTCTCTGAAAAAGGAGCACTCCCTATCTAAGCTTCCTCTCCAAAGTTGACAA  
31106 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  63336  CAGGAAAAGTCTCTGAAAAAGGAGCACTCCCTATCTAAGCTTCCTCTCCAAAGTTGACAA  
63277 
 
Query  31107  GGATTCCATCACCCAAACAATAGACATGTATTCCTGCaaaaaaaCCTTCCAATCCCAAAA  
31166 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  63276  GGATTCCATCACCCAAACAATAGACATGTATTCCTGCAAAAAAACCTTCCAATCCCAAAA  
63217 
 
Query  31167  TCTAATATGAGCAGTGTTGCTCACTTGGTTAGCATGCCACCTGTTCTGATGGGTTGTACT  
31226 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  63216  TCTAATATGAGCAGTGTTGCTCACTTGGTTAGCATGCCACCTGTTCTGATGGGTTGTACT  
63157 
 
Query  31227  TGCTCTTAGTCTTATATACTTGGTGAGTTGGTGCCTCTTGGCATTAGTCTCCAAAGGAAA  
31286 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  63156  TGCTCTTAGTCTTATATACTTGGTGAGTTGGTGCCTCTTGGCATTAGTCTCCAAAGGAAA  
63097 
 
Query  31287  GTGCCAAAGTCATTTAACCTCTGAAAGGAATGTTTGTGTGTTAAGATGCCAAATTACCAA  
31346 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  63096  GTGCCAAAGTCATTTAACCTCTGAAAGGAATGTTTGTGTGTTAAGATGCCAAATTACCAA  
63037 
 
Query  31347  CCCCTAATCCCCCTTCATTTTAGGCCTATGAAGAACCTCTCAAGTCCCAACTAATAAAAT  
31406 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  63036  CCCCTAATCCCCCTTCATTTTAGGCCTATGAAGAACCTCTCAAGTCCCAACTAATAAAAT  
62977 
 
Query  31407  GTTCTCTTCTCTGTTTTCCCACAGCCGATCCATGTTTGTATCATTGGGTCACTCTGAACT  
31466 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  62976  GTTCTCTTCTCTGTTTTCCCACAGCCGATCCATGTTTGTATCATTGGGTCACTCTGAACT  
62917 
 
Query  31467  CACATTGTGTGATATTCAGTACTGTTGAAATTAGGAAGTATGTTATTTCTATACTCATAT  
31526 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  62916  CACATTGTGTGATATTCAGTACTGTTGAAATTAGGAAGTATGTTATTTCTATACTCATAT  
62857 
 
Query  31527  TTGTGCCTTCTCCGAGATGTTAATTGTTGTAAGGTTATTGTTACTTGGTAGCaaaaaatg  
31586 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  62856  TTGTGCCTTCTCCGAGATGTTAATTGTTGTAAGGTTATTGTTACTTGGTAGCAAAAAATG  
62797 
 
Query  31587  ttaaaaaaaTAGTGTCGTTTTACTTTCACCAAGATTTTATTTCATTTGTGCATTCTATGT  
31646 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
610 
 
Sbjct  62796  TTAAAAAAATAGTGTCGTTTTACTTTCACCAAGATTTTATTTCATTTGTGCATTCTATGT  
62737 
 
Query  31647  GTAGTTTTCTTGGATTTTGAGTACTTAAATCATTATGTTTTTGGTCTGAATTGCAGCCTG  
31706 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  62736  GTAGTTTTCTTGGATTTTGAGTACTTAAATCATTATGTTTTTGGTCTGAATTGCAGCCTG  
62677 
 
Query  31707  GTTATGAACGTCTTTGCTGCCTGAGGTGCATGCAGCCACGTGATCACAATTTTGCCACCA  
31766 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  62676  GTTATGAACGTCTTTGCTGCCTGAGGTGCATGCAGCCACGTGATCACAATTTTGCCACCA  
62617 
 
Query  31767  CTTGTGTTTGCAGAGTACCCAAGCAACTTAGGGAGGAGAAGGTCATAGAGTGTGTTCACT  
31826 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  62616  CTTGTGTTTGCAGAGTACCCAAGCAACTTAGGGAGGAGAAGGTCATAGAGTGTGTTCACT  
62557 
 
Query  31827  GTGGATGCAAGGGTTGTGCAAGCGGGGACTAATTGAATATCGATTCTAGTTTTAGTTGCC  
31886 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  62556  GTGGATGCAAGGGTTGTGCAAGCGGGGACTAATTGAATATCGATTCTAGTTTTAGTTGCC  
62497 
 
Query  31887  AATGGAAGGTTTCTTAGAATTACTTTCTTTGTGCTTTTAGCTTAATGTTGTCTGAAACCC  
31946 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  62496  AATGGAAGGTTTCTTAGAATTACTTTCTTTGTGCTTTTAGCTTAATGTTGTCTGAAACCC  
62437 
 
Query  31947  TCACCATGGGACACCACTTCTCCAGGTTGTATTACTGTCTACTAAATGAGTGCTATATAT  
32006 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  62436  TCACCATGGGACACCACTTCTCCAGGTTGTATTACTGTCTACTAAATGAGTGCTATATAT  
62377 
 
Query  32007  TGGGAACATTGGTTACATATTAGGGTGTgtttggtttgcattttcattttctgttttc--  
32064 
              ||||||||||||||||||||||||||||||||||||||||||||||||||||||||||   
Sbjct  62376  TGGGAACATTGGTTACATATTAGGGTGTGTTTGGTTTGCATTTTCATTTTCTGTTTTCAT  
62317 
 
Query  32065  -----------attttctgaaaactgtttttattttcaaaatatttaaattctgaaaaCA  
32113 
                         ||||| |||||| ||||||||||||||||| |||||||||||||||| | 
Sbjct  62316  TTCCTGTTTTTATTTTTTGAAAATTGTTTTTATTTTCAAAAGATTTAAATTCTGAAAATA  
62257 
 
Query  32114  TGTTTGGTTTGATTTCTTGTTTTCTGTTTTCATGAAATAAAAATACTGAAAATTTATGAT  
32173 
              |||||||||||||||||||||||||||||| ||||||||||||||||||||||||||||| 
Sbjct  62256  TGTTTGGTTTGATTTCTTGTTTTCTGTTTTTATGAAATAAAAATACTGAAAATTTATGAT  
62197 
 
611 
 
Query  32174  ATATTGACTTATTGTCTTTTTGTATTTTTAGATTTGCTTAAAACTACATTTATTGTCACC  
32233 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  62196  ATATTGACTTATTGTCTTTTTGTATTTTTAGATTTGCTTAAAACTACATTTATTGTCACC  
62137 
 
Query  32234  GCAATTTCATTTTAACCAAAATGAGGTTTCTGTTCTCAACTGAAAATTCTGAAAACGAAA  
32293 
              ||||||||||||||||||||||||||||||||||||||||||||||| |||||||||||| 
Sbjct  62136  GCAATTTCATTTTAACCAAAATGAGGTTTCTGTTCTCAACTGAAAATACTGAAAACGAAA  
62077 
 
Query  32294  AttttttgttttcattttctagttgtttactgttttcatttttactgaaaatgttttcAG  
32353 
              ||||||||||||||||||||||||||||||||||||||||||||| |||||||||||||| 
Sbjct  62076  ATTTTTTGTTTTCATTTTCTAGTTGTTTACTGTTTTCATTTTTACCGAAAATGTTTTCAG  
62017 
 
Query  32354  AAATCAAACCAAACACATTTTCATCACCGTTTTCTATTTTCAGTGAAAATGAAAACAGAA  
32413 
              ||||||||||||||||||||||||||||||||| |||||||||||||||| ||| || || 
Sbjct  62016  AAATCAAACCAAACACATTTTCATCACCGTTTTTTATTTTCAGTGAAAATAAAATCAAAA  
61957 
 
Query  32414  AACAACCAAACTAAACACTCCCTTAGTTATCTGCCTAGTTCAAAATCTAACGGGAGCTTT  
32473 
              |||||||||||||||||||||||||||||||||||||||||||||||| ||||||||||| 
Sbjct  61956  AACAACCAAACTAAACACTCCCTTAGTTATCTGCCTAGTTCAAAATCTGACGGGAGCTTT  
61897 
 
Query  32474  GTACCTTTTCATTGATTAGCCTAATATGGTGTACTTTTGCTCTATACTTCAAAGCTTTAA  
32533 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  61896  GTACCTTTTCATTGATTAGCCTAATATGGTGTACTTTTGCTCTATACTTCAAAGCTTTAA  
61837 
 
Query  32534  TGCTGCTTTGGTTAAGATTGGAGCCAAGCTGGACAAACTCCAAAGtttttattttttatt  
32593 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  61836  TGCTGCTTTGGTTAAGATTGGAGCCAAGCTGGACAAACTCCAAAGTTTTTATTTTTTATT  
61777 
 
Query  32594  ttttAAAGAGATCAATTTTGTGAGGGGAACATTGTAAAAGTCAAAGCATTATTCTGAGAT  
32653 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  61776  TTTTAAAGAGATCAATTTTGTGAGGGGAACATTGTAAAAGTCAAAGCATTATTCTGAGAT  
61717 
 
Query  32654  AAATATATTTTTATGTCATTCTCCCAGTCAAATCATTTGAGGAGTAAATCTTTAAATACA  
32713 
              ||||||||||||||||||||||||||||||||||||||||||||||| |||||||||||| 
Sbjct  61716  AAATATATTTTTATGTCATTCTCCCAGTCAAATCATTTGAGGAGTAATTCTTTAAATACA  
61657 
 
Query  32714  ACAAATGAAAATAACTGATGATATAGACGGTGAAGTGTTTCCTTGAATAATTTTAATAGT  
32773 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
612 
 
Sbjct  61656  ACAAATGAAAATAACTGATGATATAGACGGTGAAGTGTTTCCTTGAATAATTTTAATAGT  
61597 
 
Query  32774  GGGATAATTGTTGAACCTTTGTTTTGTTAAACAAGTTTGGAGTGTTGTTTCAACTTAAGA  
32833 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  61596  GGGATAATTGTTGAACCTTTGTTTTGTTAAACAAGTTTGGAGTGTTGTTTCAACTTAAGA  
61537 
 
Query  32834  TTAAGAATTTGCTTGTTTTGGAGTCAATTTATTTAGAGCAGTTCTTGAAAACAATTTTTT  
32893 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  61536  TTAAGAATTTGCTTGTTTTGGAGTCAATTTATTTAGAGCAGTTCTTGAAAACAATTTTTT  
61477 
 
Query  32894  AAAATATAATCTTTCAAAATGTGATTAGAAGGAGATATCTGTTTCATATAGTAATTAATT  
32953 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  61476  AAAATATAATCTTTCAAAATGTGATTAGAAGGAGATATCTGTTTCATATAGTAATTAATT  
61417 
 
Query  32954  ATATTTTGAAGAATATTCTTGAAAACATTCTGATGAAAAATGTGATTACCGAGTAAACTA  
33013 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  61416  ATATTTTGAAGAATATTCTTGAAAACATTCTGATGAAAAATGTGATTACCGAGTAAACTA  
61357 
 
Query  33014  AATGTGGATCAAATGGGGGAAAATTTGCTCTCAAGTGCTAGAAAAGAGCCGAAGCCATCA  
33073 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  61356  AATGTGGATCAAATGGGGGAAAATTTGCTCTCAAGTGCTAGAAAAGAGCCGAAGCCATCA  
61297 
 
Query  33074  AATAGAGGATTGTTCAATTTAAATTTATAGGAGTAGGGGGACAAAAGAAAATATTAGGGG  
33133 
              ||||||||||||||||||||||||||||| |||||||||||||||||||||||||||||| 
Sbjct  61296  AATAGAGGATTGTTCAATTTAAATTTATAAGAGTAGGGGGACAAAAGAAAATATTAGGGG  
61237 
 
Query  33134  AACCAATTAAGAGAAGCTACGCTCTAGATTGTTTTACTGAAAATCAGGATATTGCTAGTG  
33193 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  61236  AACCAATTAAGAGAAGCTACGCTCTAGATTGTTTTACTGAAAATCAGGATATTGCTAGTG  
61177 
 
Query  33194  CCCTATAGTGTGATTGATCCATATAGACAATCATCCCACCTAGTAGAGTAAGACTTGATT  
33253 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  61176  CCCTATAGTGTGATTGATCCATATAGACAATCATCCCACCTAGTAGAGTAAGACTTGATT  
61117 
 
Query  33254  GTTTTACAAAAATCATTACCTCTCACATCTTGTACTGTTCACTAAGAATCAATATATAAG  
33313 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  61116  GTTTTACAAAAATCATTACCTCTCACATCTTGTACTGTTCACTAAGAATCAATATATAAG  
61057 
 
613 
 
Query  33314  GCAGTCCATTTAAATGCTAAACCAGTGTCATGGTCAAGGATACTGCTCCTTGGCACATGC  
33373 
              |||||||||| ||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  61056  GCAGTCCATTCAAATGCTAAACCAGTGTCATGGTCAAGGATACTGCTCCTTGGCACATGC  
60997 
 
Query  33374  AAACCATTTTTAGCTTTACATTAAAGCAAGAATATGAAGCATTAAGCATTAGGCTGCAAC  
33433 
              ||||||||||||||||||||||||||||||||||||||||||||||||| |||||||||| 
Sbjct  60996  AAACCATTTTTAGCTTTACATTAAAGCAAGAATATGAAGCATTAAGCATAAGGCTGCAAC  
60937 
 
Query  33434  CCAATAAAATTTACAAATTACCCTCACTTAATATGACAAGTGCCCAACATATTGAATATT  
33493 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  60936  CCAATAAAATTTACAAATTACCCTCACTTAATATGACAAGTGCCCAACATATTGAATATT  
60877 
 
Query  33494  TTAAATTATGGACAAAAGAACTAGATGACAGAACTTTCAAGAAGACAAAATCACAACTTC  
33553 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  60876  TTAAATTATGGACAAAAGAACTAGATGACAGAACTTTCAAGAAGACAAAATCACAACTTC  
60817 
 
Query  33554  ACTCTATCACTAAACCATACCATTCGACAGAATCAGCATTTACATCTCAAAACCCAGTAA  
33613 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  60816  ACTCTATCACTAAACCATACCATTCGACAGAATCAGCATTTACATCTCAAAACCCAGTAA  
60757 
 
Query  33614  CCGATCTAATGAACATCATTGCTTGATGTGGAAGCCATCTAGTCGCTCCCATAAAACATT  
33673 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  60756  CCGATCTAATGAACATCATTGCTTGATGTGGAAGCCATCTAGTCGCTCCCATAAAACATT  
60697 
 
Query  33674  CAGCTGAGAGTCTGTGTCTTACCCGTTTAATGATAACCTAGTCTGAAACATAGAAAGAAA  
33733 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  60696  CAGCTGAGAGTCTGTGTCTTACCCGTTTAATGATAACCTAGTCTGAAACATAGAAAGAAA  
60637 
 
Query  33734  TGACAAGAAAAGAAAAGTGAAATATAACTTAACAGATAAATATTCATTCAAAATTTCAAA  
33793 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  60636  TGACAAGAAAAGAAAAGTGAAATATAACTTAACAGATAAATATTCATTCAAAATTTCAAA  
60577 
 
Query  33794  CGAACAACTTATGATGCTAAAAAATTTGAATTACAAAAAACAAGCTGAGCAGATATTGCA  
33853 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  60576  CGAACAACTTATGATGCTAAAAAATTTGAATTACAAAAAACAAGCTGAGCAGATATTGCA  
60517 
 
Query  33854  AAGAAAAAATGTTTGACTAACCTTCTATGATCCATCGCTGAACTATTTGCGGTCTTCCTC  
33913 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
614 
 
Sbjct  60516  AAGAAAAAATGTTTGACTAACCTTCTATGATCCATCGCTGAACTATTTGCGGTCTTCCTC  
60457 
 
Query  33914  GCACATAAGTTATAACAAAATGAGTGCATAGAGTGATTTCAATCTGCAAACCAAGAACCA  
33973 
              |||||||||||||||||||||||||||||| ||||||||||||||||||||||||||||| 
Sbjct  60456  GCACATAAGTTATAACAAAATGAGTGCATAAAGTGATTTCAATCTGCAAACCAAGAACCA  
60397 
 
Query  33974  TGAAGTCAAACTGTTATTTTAAATGGGGGGAAAACTGTCAAAAGT---aaaaaaaaaaaa  
34030 
              |||||||||||||||||||||||||||||||||||||||||||||   |||||||||||| 
Sbjct  60396  TGAAGTCAAACTGTTATTTTAAATGGGGGGAAAACTGTCAAAAGTAAAAAAAAAAAAAAA  
60337 
 
Query  34031  TGTTTGCAGAAAGGACAGCAAGCATCCATAAATTAGATCTTAGATTTTCGTCTCCTAACA  
34090 
               ||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  60336  CGTTTGCAGAAAGGACAGCAAGCATCCATAAATTAGATCTTAGATTTTCGTCTCCTAACA  
60277 
 
Query  34091  GGTAATAAATATGGaaaaaaaaTTCCCATCACAAACAATGAACTAGGAGAGAAAAGGAGT  
34150 
              ||||||||||||||||||||| |||||||||||||||||||||||||||||||||||||| 
Sbjct  60276  GGTAATAAATATGGAAAAAAATTTCCCATCACAAACAATGAACTAGGAGAGAAAAGGAGT  
60217 
 
Query  34151  ACAGTGCAGAAGGATCAGGAATCCTCCtaaaacagaaaagtaaaatacacaagaaaggaa  
34210 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  60216  ACAGTGCAGAAGGATCAGGAATCCTCCTAAAACAGAAAAGTAAAATACACAAGAAAGGAA  
60157 
 
Query  34211  acaaaatataaaataacaTTAGCTCCAAAGAGCTATCCATGATAAAAGGAAGCTACTGAA  
34270 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  60156  ACAAAATATAAAATAACATTAGCTCCAAAGAGCTATCCATGATAAAAGGAAGCTACTGAA  
60097 
 
Query  34271  CGCTAGCTCATGCTACAGTATTTTTGAGTGAGGAGTTTCCATGAAACACAAAATTCTTGG  
34330 
              |||||||||||||||||||||||||||||||||||||||||||||  ||||||||||||| 
Sbjct  60096  CGCTAGCTCATGCTACAGTATTTTTGAGTGAGGAGTTTCCATGAA--ACAAAATTCTTGG  
60039 
 
Query  34331  GTGTTCCACAAAAGTTCCCCTTCTACACGGTATATCATAGACCAGAAGATGAGATCTTTT  
34390 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  60038  GTGTTCCACAAAAGTTCCCCTTCTACACGGTATATCATAGACCAGAAGATGAGATCTTTT  
59979 
 
Query  34391  CCATTTAACCTAATGAGGTACACGTTCATAGTTGAAATTTATTAATTTTAATACCTGTAG  
34450 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  59978  CCATTTAACCTAATGAGGTACACGTTCATAGTTGAAATTTATTAATTTTAATACCTGTAG  
59919 
 
615 
 
Query  34451  CTGGAAAAAGGATTAAGTTCTAAAAGCAGCTTATGGTCTTATTAAATGCTTTTACATAAA  
34510 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  59918  CTGGAAAAAGGATTAAGTTCTAAAAGCAGCTTATGGTCTTATTAAATGCTTTTACATAAA  
59859 
 
Query  34511  TGGAATCCATTTGACAAATGTATAAAACTAAGCAATAAGCAATTACATGATTTCTTGTGT  
34570 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  59858  TGGAATCCATTTGACAAATGTATAAAACTAAGCAATAAGCAATTACATGATTTCTTGTGT  
59799 
 
Query  34571  ATATTGAATTTACCCTGGCAGAATTTATGCTGTCAATTATCATTTACTAGCAATATTGAT  
34630 
              ||||||||||||||||||||||||||| |||||||||||||||||||||||||||||||| 
Sbjct  59798  ATATTGAATTTACCCTGGCAGAATTTAAGCTGTCAATTATCATTTACTAGCAATATTGAT  
59739 
 
Query  34631  TGGCTTATCCCTAATGCAACTTGCTTCATTATTAAACTTACTTGAAGGCAAATATACATA  
34690 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  59738  TGGCTTATCCCTAATGCAACTTGCTTCATTATTAAACTTACTTGAAGGCAAATATACATA  
59679 
 
Query  34691  AGTAAAAAATTACTCAGTTCCATAAAAATGCAAGGATACAGCACAATTTCTAAATTGTAT  
34750 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  59678  AGTAAAAAATTACTCAGTTCCATAAAAATGCAAGGATACAGCACAATTTCTAAATTGTAT  
59619 
 
Query  34751  ATAGGTCTAtttttttAAGCTATTTTAATAACTTGAGGTTATATCAAAATAAATGTGCAA  
34810 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  59618  ATAGGTCTATTTTTTTAAGCTATTTTAATAACTTGAGGTTATATCAAAATAAATGTGCAA  
59559 
 
Query  34811  GCAGATGTGAAAATACTTACCACTAAAAATGTCAAGGAACAATTCTATTCACAGCTTAAG  
34870 
              ||||| |||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  59558  GCAGAGGTGAAAATACTTACCACTAAAAATGTCAAGGAACAATTCTATTCACAGCTTAAG  
59499 
 
Query  34871  CTGATTGGTGGAGCTAAGAAAGATTTATATCTAAGACCCCCTTAAAACAGAGCTTTTTGA  
34930 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  59498  CTGATTGGTGGAGCTAAGAAAGATTTATATCTAAGACCCCCTTAAAACAGAGCTTTTTGA  
59439 
 
Query  34931  GCTTGAAGTGTGGACAATGCACAAACCCACTTTACCTTGGGCTCAAATATAAGTTAATTA  
34990 
              |||||||||| ||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  59438  GCTTGAAGTGCGGACAATGCACAAACCCACTTTACCTTGGGCTCAAATATAAGTTAATTA  
59379 
 
Query  34991  TGAAGAAGAGAAGCAACAAGGATCAATCTCATAATTTCTTAAAGGTTGTGATACCATGTT  
35050 
              ||||||||||||||||||||||||||||||||||||||||||||||||||||||| |||| 
616 
 
Sbjct  59378  TGAAGAAGAGAAGCAACAAGGATCAATCTCATAATTTCTTAAAGGTTGTGATACC-TGTT  
59320 
 
Query  35051  AAGGACCAACTCTCCTAATCACATAAATTGTCAGGTGGAAGCACTTGAATGGTAATGATT  
35110 
              ||||||||||||||||||||||||||||||||||||||| |||||||||||||||||||| 
Sbjct  59319  AAGGACCAACTCTCCTAATCACATAAATTGTCAGGTGGATGCACTTGAATGGTAATGATT  
59260 
 
Query  35111  TTATATATTTAACAAATGGTAAGTTCTGAAGCCTATGCCAGTTCTCTCTATGGGGTCCTA  
35170 
              ||||||||||||||||| |||||||||||||||||||||||||||||||||||||||||| 
Sbjct  59259  TTATATATTTAACAAATTGTAAGTTCTGAAGCCTATGCCAGTTCTCTCTATGGGGTCCTA  
59200 
 
Query  35171  TAGGATTGTGGAACATGGATGAATTGAGAGTCAGGATTTGAATAAATGTCTAAGTGAAAC  
35230 
              |||||||||||||||||||||||||||||||||||||||||||||||||| ||||||||| 
Sbjct  59199  TAGGATTGTGGAACATGGATGAATTGAGAGTCAGGATTTGAATAAATGTCCAAGTGAAAC  
59140 
 
Query  35231  TCTTGGCATTTGCTATCTTTTTGGaaaaaaaaaTTCTCGAATTCTGGTGTCTCCTTCATT  
35290 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  59139  TCTTGGCATTTGCTATCTTTTTGGAAAAAAAAATTCTCGAATTCTGGTGTCTCCTTCATT  
59080 
 
Query  35291  AGTAGATAAGTAGTTGATAGTAATTTCTGTGGTAGCAGCATCTACTGAAAACCCTTTGTC  
35350 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  59079  AGTAGATAAGTAGTTGATAGTAATTTCTGTGGTAGCAGCATCTACTGAAAACCCTTTGTC  
59020 
 
Query  35351  TCTCATTATTGTAAGGTATTTTATTGATCTTGCAATCTCCTTTTTTGTTAGCAAGCCTTG  
35410 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  59019  TCTCATTATTGTAAGGTATTTTATTGATCTTGCAATCTCCTTTTTTGTTAGCAAGCCTTG  
58960 
 
Query  35411  GACAAAGACATTGTAAGTGCAGTTATCTGGCAGGCAGCCATTCTCTTCCATATTTATCAG  
35470 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  58959  GACAAAGACATTGTAAGTGCAGTTATCTGGCAGGCAGCCATTCTCTTCCATATTTATCAG  
58900 
 
Query  35471  TAAGTCTTCAGCTTTATCCAACGAGCCTTGTTTACAGAGACCCTTAATCATAATGGTATA  
35530 
              ||||||||||||||||||||| |||||||||||||||||||||||||||||||||||||| 
Sbjct  58899  TAAGTCTTCAGCTTTATCCAATGAGCCTTGTTTACAGAGACCCTTAATCATAATGGTATA  
58840 
 
Query  35531  AGTATAAACGTTAATTTGCAAACCTTTACCAGGCAAACTAGAAAAGAGTTCCCATGCAGC  
35590 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  58839  AGTATAAACGTTAATTTGCAAACCTTTACCAGGCAAACTAGAAAAGAGTTCCCATGCAGC  
58780 
 
617 
 
Query  35591  ATTCAGTTTTCCAGCACTGCACATTCCGTCAAGCAAAATACTATAAATTACAATATTAAG  
35650 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  58779  ATTCAGTTTTCCAGCACTGCACATTCCGTCAAGCAAAATACTATAAATTACAATATTAAG  
58720 
 
Query  35651  ATCCAAATTACTCTTCTCCATTGCCTCAGCCAACGACACTGCCTCAGAAAGAAGATTTCC  
35710 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  58719  ATCCAAATTACTCTTCTCCATTGCCTCAGCCAACGACACTGCCTCAGAAAGAAGATTTCC  
58660 
 
Query  35711  TTTACATAGGCCATCCAATATAACAGCACAAGTCTGGAGATTGGGAACTTGACCATATTT  
35770 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  58659  TTTACATAGGCCATCCAATATAACAGCACAAGTCTGGAGATTGGGAACTTGACCATATTT  
58600 
 
Query  35771  GTGCATATTGAGAAACAGTTCTTTTGCAGCTAATGGTCTACCTGCTTGACAAAACCCACC  
35830 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  58599  GTGCATATTGAGAAACAGTTCTTTTGCAGCTAATGGTCTACCTGCTTGACAAAACCCACC  
58540 
 
Query  35831  TATAAGAGTGGTCCAAGTGACAACATCAGGAACAAATCCCATCTTAGCCATTTCCTCCAA  
35890 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  58539  TATAAGAGTGGTCCAAGTGACAACATCAGGAACAAATCCCATCTTAGCCATTTCCTCCAA  
58480 
 
Query  35891  CAGATGCATAACCTTATTAATGTTTTTGTCCTTACACCATCCGTGGATAAGTGAAGTAAA  
35950 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  58479  CAGATGCATAACCTTATTAATGTTTTTGTCCTTACACCATCCGTGGATAAGTGAAGTAAA  
58420 
 
Query  35951  AACCACAATGTCTGGTAAACAGCCCCTGCTAACCATTAAATGAAACACTCTCATGGCCTC  
36010 
              |||||||||||| ||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  58419  AACCACAATGTCCGGTAAACAGCCCCTGCTAACCATTAAATGAAACACTCTCATGGCCTC  
58360 
 
Query  36011  ATTCATTTTATTTTGCAAACAATATATATGAATCAACGAATTATAGGTGAAGACATCCGG  
36070 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  58359  ATTCATTTTATTTTGCAAACAATATATATGAATCAACGAATTATAGGTGAAGACATCCGG  
58300 
 
Query  36071  CCCTTCCCCCGTCAGAATCATAAACCCAATCACACTTTTAGCCTGCATCACTTTTCCTTC  
36130 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  58299  CCCTTCCCCCGTCAGAATCATAAACCCAATCACACTTTTAGCCTGCATCACTTTTCCTTC  
58240 
 
Query  36131  TTTGCAGAAAGCATCCACTAAAATATTGAGAGTCTGCAAATCCAGCCTCATTCCCATTTT  
36190 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
618 
 
Sbjct  58239  TTTGCAGAAAGCATCCACTAAAATATTGAGAGTCTGCAAATCCAGCCTCATTCCCATTTT  
58180 
 
Query  36191  TATCATCTCATCCAGCAGAGAACCAGTCTCTTTCCACCTTCCAAAATTGCAAAGACCTTG  
36250 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  58179  TATCATCTCATCCAGCAGAGAACCAGTCTCTTTCCACCTTCCAAAATTGCAAAGACCTTG  
58120 
 
Query  36251  AATCAAGCAAGCGTAAGTGACAAGATTAGGTCGAACACCTTTGCCACTCATTTCCGAGCA  
36310 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  58119  AATCAAGCAAGCGTAAGTGACAAGATTAGGTCGAACACCTTTGCCACTCATTTCCGAGCA  
58060 
 
Query  36311  CAAATTCAACGCTTCAGATACCAATCCATCCTTGCACAAACCATCCATAATTGTGCTGTA  
36370 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  58059  CAAATTCAACGCTTCAGATACCAATCCATCCTTGCACAAACCATCCATAATTGTGCTGTA  
58000 
 
Query  36371  AACTACCACATTAGGTTTCCAATTCCTTTCCTCCATCTTTCTTAGCCACTCAACCGCCGC  
36430 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  57999  AACTACCACATTAGGTTTCCAATTCCTTTCCTCCATCTTTCTTAGCCACTCAACCGCCGC  
57940 
 
Query  36431  CAAAGTGTCTCCCGTCTTACACAACCCATTAATCAACACCCCGTACGTGTAAACATCCAA  
36490 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  57939  CAAAGTGTCTCCCGTCTTACACAACCCATTAATCAACACCCCGTACGTGTAAACATCCAA  
57880 
 
Query  36491  TGGATACCTCATTTTCTCCATATGATCAACCAGCCCGACTGCCTGAGCCACATTGCCCTG  
36550 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  57879  TGGATACCTCATTTTCTCCATATGATCAACCAGCCCGACTGCCTGAGCCACATTGCCCTG  
57820 
 
Query  36551  CACGCAAAGCCCGTTAATGAGAGCGGTGAGAGTCATCACAGTGGGCTCCAAACCAAGTTT  
36610 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  57819  CACGCAAAGCCCGTTAATGAGAGCGGTGAGAGTCATCACAGTGGGCTCCAAACCAAGTTT  
57760 
 
Query  36611  GAACATAGTCCCCAACACAGAGAACCCAAAAGCAACCAACTTCAAACGGCAGAGACAATT  
36670 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  57759  GAACATAGTCCCCAACACAGAGAACCCAAAAGCAACCAACTTCAAACGGCAGAGACAATT  
57700 
 
Query  36671  GATCACAATATTAAGAGTAATGGTATCAGCTTCTATGCCTAGAGAAGAAAAGATGTGCTT  
36730 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  57699  GATCACAATATTAAGAGTAATGGTATCAGCTTCTATGCCTAGAGAAGAAAAGATGTGCTT  
57640 
 
619 
 
Query  36731  AACTAAAGATATGGCAGTGGTGTAGTGCTTCAACCTCACAATAACACCCAACAACAAAGT  
36790 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  57639  AACTAAAGATATGGCAGTGGTGTAGTGCTTCAACCTCACAATAACACCCAACAACAAAGT  
57580 
 
Query  36791  AAAGTCCTTCACAGAAGGCAAAGGCTTCATGCTAGCCATGCCTTGGAACAAGTCCAAAGC  
36850 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  57579  AAAGTCCTTCACAGAAGGCAAAGGCTTCATGCTAGCCATGCCTTGGAACAAGTCCAAAGC  
57520 
 
Query  36851  TTCATCAATGTTCTTCACTTTACCTGACTTGCATAGGTTTCTCATGGAAATCAAGAACTG  
36910 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  57519  TTCATCAATGTTCTTCACTTTACCTGACTTGCATAGGTTTCTCATGGAAATCAAGAACTG  
57460 
 
Query  36911  GGTTCCGTTGCTATGGCTATCGGTGTCATAAGTGTTTGTGGAGCAATGACAGTGCTTTGa  
36970 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  57459  GGTTCCGTTGCTATGGCTATCGGTGTCATAAGTGTTTGTGGAGCAATGACAGTGCTTTGA  
57400 
 
Query  36971  aaaaaaCAGAGAAAACGAAGGAGAGCGGATGGAAAGGGAACGAGAGAAAGTACCCATCAT  
37030 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  57399  AAAAAACAGAGAAAACGAAGGAGAGCGGATGGAAAGGGAACGAGAGAAAGTACCCATCAT  
57340 
 
Query  37031  GTGATGAAGACGACGAAAACGAGAGAAAGAGGGTATTCTTCGAAGCATTAAAAACTAAAT  
37090 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  57339  GTGATGAAGACGACGAAAACGAGAGAAAGAGGGTATTCTTCGAAGCATTAAAAACTAAAT  
57280 
 
Query  37091  CTTTTGCTTCCGAACAACATCAGTGTCGGAAACTGCTTATGGTTGCAGAATCTGGCGAGG  
37150 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  57279  CTTTTGCTTCCGAACAACATCAGTGTCGGAAACTGCTTATGGTTGCAGAATCTGGCGAGG  
57220 
 
Query  37151  GTTCAGGAttttttttGTCAGGAGAGGGTTTAGGAACAAGCTACAATATTATTATTATCA  
37210 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  57219  GTTCAGGATTTTTTTTGTCAGGAGAGGGTTTAGGAACAAGCTACAATATTATTATTATCA  
57160 
 
Query  37211  TCTATATTTATTAATAATGACAACTAGTTGCTGTATAAtttttttATTCATAAATTATta  
37270 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  57159  TCTATATTTATTAATAATGACAACTAGTTGCTGTATAATTTTTTTATTCATAAATTATTA  
57100 
 
Query  37271  ----tatatatatatatatatatatatatatatatatatatatataACACCTGTAAAATG  
37326 
                  ||||||||||||||||||||||||||||||||||||||||||  |||| ||||||| 
620 
 
Sbjct  57099  TTATTATATATATATATATATATATATATATATATATATATATATATAACCTTTAAAATG  
57040 
 
Query  37327  TAACCGATGCGAAAGTTGTAACTTAGGAAACttaaatgtattttatcttatatatacaat  
37386 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  57039  TAACCGATGCGAAAGTTGTAACTTAGGAAACTTAAATGTATTTTATCTTATATATACAAT  
56980 
 
Query  37387  tccaaaatataaaatttaaatatctttataataataataataataaattttaaattattt  
37446 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  56979  TCCAAAATATAAAATTTAAATATCTTTATAATAATAATAATAATAAATTTTAAATTATTT  
56920 
 
Query  37447  ttagtttagtataaaaaaattagttttaataaataTGATATTCGTTCAatttttttatta  
37506 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||| | 
Sbjct  56919  TTAGTTTAGTATAAAAAAATTAGTTTTAATAAATATGATATTCGTTCAATTTTTTTATGA  
56860 
 
Query  37507  gcattagtgtatatatatttaattttaagaaatttattattattattatttaATGAAAAC  
37566 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  56859  GCATTAGTGTATATATATTTAATTTTAAGAAATTTATTATTATTATTATTTAATGAAAAC  
56800 
 
Query  37567  ATAATATTCGTATAAAGATGTCATTTACATACTCataaaaacaaaaataaatactataga  
37626 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  56799  ATAATATTCGTATAAAGATGTCATTTACATACTCATAAAAACAAAAATAAATACTATAGA  
56740 
 
Query  37627  aagtaaatcaaataaaaGTTCACAGAACAAGCTGGGGTGGGGCGACGCGCTGCCTGGAAC  
37686 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  56739  AAGTAAATCAAATAAAAGTTCACAGAACAAGCTGGGGTGGGGCGACGCGCTGCCTGGAAC  
56680 
 
Query  37687  GGGACAGAGACAGAGAGGGTTCCTTCCGGTCGCTGTAATTGTAAGTCCTTCAAACTTTTC  
37746 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  56679  GGGACAGAGACAGAGAGGGTTCCTTCCGGTCGCTGTAATTGTAAGTCCTTCAAACTTTTC  
56620 
 
Query  37747  TTCTATTCTCTCTAACAATTCAAGTGTTAGTGTTTCGAACACAAACCCTTCCAATGTTTC  
37806 
              ||||||||||||||||||||||||||||||||||| |||||||||||||||||||||||| 
Sbjct  56619  TTCTATTCTCTCTAACAATTCAAGTGTTAGTGTTTGGAACACAAACCCTTCCAATGTTTC  
56560 
 
Query  37807  GCATATCAAAATTTATCATTCACTATTGATCTTTCTGTGTTTCTTGATTCATTTATTTAT  
37866 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  56559  GCATATCAAAATTTATCATTCACTATTGATCTTTCTGTGTTTCTTGATTCATTTATTTAT  
56500 
 
621 
 
Query  37867  TTTCTTGCTATTTAATCTGGAATCTTCTGTTTCTTTGCTGTGTAAACAAACATTTTACCG  
37926 
              |||||||||||||||||||||||||||||||||| ||||||||||||||||||||||||| 
Sbjct  56499  TTTCTTGCTATTTAATCTGGAATCTTCTGTTTCTGTGCTGTGTAAACAAACATTTTACCG  
56440 
 
Query  37927  ATTTACTATGCATCTGTGCAATATAGGGTTTGGCGTTCAATTGAGGAAGAACAATGTCGG  
37986 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  56439  ATTTACTATGCATCTGTGCAATATAGGGTTTGGCGTTCAATTGAGGAAGAACAATGTCGG  
56380 
 
Query  37987  TGACAGCGGGTGTTAGTGATACTGTAATAGCCATTAGGGATAAGCTCAGAGGTAAAATTG  
38046 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  56379  TGACAGCGGGTGTTAGTGATACTGTAATAGCCATTAGGGATAAGCTCAGAGGTAAAATTG  
56320 
 
Query  38047  GCCAAACTAAAGTTAAGCGTTATTGGCCCGGTAAAGTTCCTGAATGGGCTGATGATGAGA  
38106 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  56319  GCCAAACTAAAGTTAAGCGTTATTGGCCCGGTAAAGTTCCTGAATGGGCTGATGATGAGA  
56260 
 
Query  38107  ACGAAGAAGATGCTGCCCCTGCCGATATTAGACCCTCCAGGGAAGCTGCCTTGGAGAAAG  
38166 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  56259  ACGAAGAAGATGCTGCCCCTGCCGATATTAGACCCTCCAGGGAAGCTGCCTTGGAGAAAG  
56200 
 
Query  38167  CCTTTCCTCGTCACGAAGAAGACGCTGCTATTGTCAGAAAAGACGATCGTAGGCTCCGCC  
38226 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  56199  CCTTTCCTCGTCACGAAGAAGACGCTGCTATTGTCAGAAAAGACGATCGTAGGCTCCGCC  
56140 
 
Query  38227  GTTTGGCCGAGAGCCGGATAGATAACCGTGAGGAGGTCCGGGCTGATCATCGCCGCATTC  
38286 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  56139  GTTTGGCCGAGAGCCGGATAGATAACCGTGAGGAGGTCCGGGCTGATCATCGCCGCATTC  
56080 
 
Query  38287  GCCAGGCTGAGATTGTTTCCACCATTGAAGAGGAGGCCAGGAGGCAGGAATGGTTGGAGT  
38346 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  56079  GCCAGGCTGAGATTGTTTCCACCATTGAAGAGGAGGCCAGGAGGCAGGAATGGTTGGAGT  
56020 
 
Query  38347  TCGAAGAAGAAGATGAGAATGCTTTGGCGGAAAGAAGGAGGCTGATTAaagagaagttgc  
38406 
              |||||||||||||||||||||||||||| ||||||||||||||||||||||||||||||| 
Sbjct  56019  TCGAAGAAGAAGATGAGAATGCTTTGGCAGAAAGAAGGAGGCTGATTAAAGAGAAGTTGC  
55960 
 
Query  38407  ttcagagagagcaggaagaggcacttcctgaggaagaggaagaggaggaagaggaagagg  
38466 
              ||||||||||||||||||||||||||||| |||||||||||||||||||||| ||||||| 
622 
 
Sbjct  55959  TTCAGAGAGAGCAGGAAGAGGCACTTCCTCAGGAAGAGGAAGAGGAGGAAGAAGAAGAGG  
55900 
 
Query  38467  aggaggaggaggaaTCTGAGTATGAGACTGACTCTGATGAGGAATATACGGGAGTGGCTA  
38526 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  55899  AGGAGGAGGAGGAATCTGAGTATGAGACTGACTCTGATGAGGAATATACGGGAGTGGCTA  
55840 
 
Query  38527  TGGTGAAGCCTGTGTTTGTTCCCAAGTCTGAGAGAGATACCATTGCGGAGCGTGAGCGTC  
38586 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  55839  TGGTGAAGCCTGTGTTTGTTCCCAAGTCTGAGAGAGATACCATTGCGGAGCGTGAGCGTC  
55780 
 
Query  38587  Ttgaggctgaggagctggcttttgaggagaaaaggaaaaggagattggaggaaaggagga  
38646 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  55779  TTGAGGCTGAGGAGCTGGCTTTTGAGGAGAAAAGGAAAAGGAGATTGGAGGAAAGGAGGA  
55720 
 
Query  38647  ttgagACGAAGCAGATTGTTGTTGAGGAGATCCGGAAGGATGAAGAAATCCAGAAAAACT  
38706 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  55719  TTGAGACGAAGCAGATTGTTGTTGAGGAGATCCGGAAGGATGAAGAAATCCAGAAAAACT  
55660 
 
Query  38707  TGGAAATGGAGGCCAACATTGCTGATGTCGATACAGATGATGAAGTTAATGAGGCAGATG  
38766 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  55659  TGGAAATGGAGGCCAACATTGCTGATGTCGATACAGATGATGAAGTTAATGAGGCAGATG  
55600 
 
Query  38767  AATATGAAGCTTGGAAAGTGAGAGAGATTGGTAGGATCAAGAGGGATAGGGAGGATCGGG  
38826 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  55599  AATATGAAGCTTGGAAAGTGAGAGAGATTGGTAGGATCAAGAGGGATAGGGAGGATCGGG  
55540 
 
Query  38827  AGGCAATGTTGAAGGAAaaggaagagattgagaaggtgagaaacatgacagaggaagaga  
38886 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  55539  AGGCAATGTTGAAGGAAAAGGAAGAGATTGAGAAGGTGAGAAACATGACAGAGGAAGAGA  
55480 
 
Query  38887  ggagggagtgggaaaggaggaaTCCCAAACCTGCTCCACCACCAAAGCAGAAATGGAGAT  
38946 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  55479  GGAGGGAGTGGGAAAGGAGGAATCCCAAACCTGCTCCACCACCAAAGCAGAAATGGAGAT  
55420 
 
Query  38947  TTATGCAGAAATACTATCACAAAGGTGCTTTCTTCCAGAATGAATCTGATGACCGAGCTG  
39006 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  55419  TTATGCAGAAATACTATCACAAAGGTGCTTTCTTCCAGAATGAATCTGATGACCGAGCTG  
55360 
 
623 
 
Query  39007  CCACCGTTGGATCTGATGGTATTTTCGCTCGTGATTTCTCTGCCCCAACTGGGGAGGATA  
39066 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  55359  CCACCGTTGGATCTGATGGTATTTTCGCTCGTGATTTCTCTGCCCCAACTGGGGAGGATA  
55300 
 
Query  39067  AAATGGACAAGACAATATTACCAAAGGTTATGCAAGTTAAGCACTTTGGTCGTAGTGGAA  
39126 
              ||||||||||||||||||| |||||||||||||||||||||||||||||||||||||||| 
Sbjct  55299  AAATGGACAAGACAATATTGCCAAAGGTTATGCAAGTTAAGCACTTTGGTCGTAGTGGAA  
55240 
 
Query  39127  GAACCAAGTGGACCCATCTTGTCAATGAGGATACTACTGATTGGAATAACCCGTAAGTTC  
39186 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  55239  GAACCAAGTGGACCCATCTTGTCAATGAGGATACTACTGATTGGAATAACCCGTAAGTTC  
55180 
 
Query  39187  AATTTCTCCTATGTTCTATATCTTTCGGTTTCAAGAATAGTGGTAGATTGTTTATTCTAT  
39246 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  55179  AATTTCTCCTATGTTCTATATCTTTCGGTTTCAAGAATAGTGGTAGATTGTTTATTCTAT  
55120 
 
Query  39247  TCTTTGGTATTAGTTTTTTGTTGTTTTATCCTGAGaaaaaaaTATGGCATATCTGTTCAC  
39306 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  55119  TCTTTGGTATTAGTTTTTTGTTGTTTTATCCTGAGAAAAAAATATGGCATATCTGTTCAC  
55060 
 
Query  39307  ATTTACTTATGAAGTTCATCTGCTATGGCACTGGTCCAAAATGATCTCGGATTCATGTGA  
39366 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  55059  ATTTACTTATGAAGTTCATCTGCTATGGCACTGGTCCAAAATGATCTCGGATTCATGTGA  
55000 
 
Query  39367  TGATATTGAGATGCTCATGTCAATAGTGAAATGTTCATTTAAGATTTCTTTTTCTCTTGT  
39426 
              ||||||||||||||||||| |||||||||||||||||||||||||||||||||||||||| 
Sbjct  54999  TGATATTGAGATGCTCATGCCAATAGTGAAATGTTCATTTAAGATTTCTTTTTCTCTTGT  
54940 
 
Query  39427  TATCTAAAAAATTTTCTGCTATTAGTCATCAGAAGAGTGAAATGAGAGTTTTTATGAAGA  
39486 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  54939  TATCTAAAAAATTTTCTGCTATTAGTCATCAGAAGAGTGAAATGAGAGTTTTTATGAAGA  
54880 
 
Query  39487  ATGGTTTTGTGATGGAGGCCTCAAGACCCAAGATCACAAAATAAGGTGTATGTAAGGATA  
39546 
              |||||||| ||||||||||| |||| |||||||||||||||||||||||||||||||||| 
Sbjct  54879  ATGGTTTTCTGATGGAGGCCCCAAGGCCCAAGATCACAAAATAAGGTGTATGTAAGGATA  
54820 
 
Query  39547  GGCAAAAGGTTCACTTGATCAATTTTAGGAGAGAGATATAACCAACTGTCAACCCTGTAG  
39606 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
624 
 
Sbjct  54819  GGCAAAAGGTTCACTTGATCAATTTTAGGAGAGAGATATAACCAACTGTCAACCCTGTAG  
54760 
 
Query  39607  CAGAGCATGGGAGGAGTGCATGTGGGCTTGTTGTAAGAAGACAGAGAACATTAGCCCGAG  
39666 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  54759  CAGAGCATGGGAGGAGTGCATGTGGGCTTGTTGTAAGAAGACAGAGAACATTAGCCCGAG  
54700 
 
Query  39667  AAGGGTGTGTACAAGGTAGGGTGGAATTAGGCTTGGGCTGGGAGAAACCAGACACTCTCA  
39726 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  54699  AAGGGTGTGTACAAGGTAGGGTGGAATTAGGCTTGGGCTGGGAGAAACCAGACACTCTCA  
54640 
 
Query  39727  TAACTGTCTAGGAATCTTTTTCATTTTGTACCATTATACACAGAAGATACCAGGATCTGA  
39786 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  54639  TAACTGTCTAGGAATCTTTTTCATTTTGTACCATTATACACAGAAGATACCAGGATCTGA  
54580 
 
Query  39787  ACTCCCTTGATGAAGACCTGTTACTGGAATACAAATATTTCTATGCTTAATTTCTTCATT  
39846 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  54579  ACTCCCTTGATGAAGACCTGTTACTGGAATACAAATATTTCTATGCTTAATTTCTTCATT  
54520 
 
Query  39847  TTAGTCTTTCTAGCTTGCTGGTACCCTATCATTTTGCTTATTTAGGAATTTGATTGTGGG  
39906 
              ||||||||||||||||||||||| |||||||||||||||||||||||||||||||||||| 
Sbjct  54519  TTAGTCTTTCTAGCTTGCTGGTA-CCTATCATTTTGCTTATTTAGGAATTTGATTGTGGG  
54461 
 
Query  39907  TGAGATTGAGGTTCAAGAGGGAGAGTTGATTGGAAGGAATATAGTTAAAAGACATATTTC  
39966 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  54460  TGAGATTGAGGTTCAAGAGGGAGAGTTGATTGGAAGGAATATAGTTAAAAGACATATTTC  
54401 
 
Query  39967  ATTTAGAGTAAGCATAATTATGCCATCTCACAAATCTTATTTTAtttttttGGCATTCAT  
40026 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  54400  ATTTAGAGTAAGCATAATTATGCCATCTCACAAATCTTATTTTATTTTTTTGGCATTCAT  
54341 
 
Query  40027  TTTGTAGAAATATGTACTTGGCTTGAAGTTTATTGTTTACAACGTTCTTAGTTTGTCAAC  
40086 
              ||||||||||||||||||||||||||||||||||||||||| |||||||||||||||||| 
Sbjct  54340  TTTGTAGAAATATGTACTTGGCTTGAAGTTTATTGTTTACAGCGTTCTTAGTTTGTCAAC  
54281 
 
Query  40087  TTTACCCTGACTCCCTTGACTTCTATGTGAATTTAGCTGGACAGTAAGAAGGGATCATAT  
40146 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  54280  TTTACCCTGACTCCCTTGACTTCTATGTGAATTTAGCTGGACAGTAAGAAGGGATCATAT  
54221 
 
625 
 
Query  40147  TGCATGTCACAACTCACAATTTAAATGAGTTGTTTATTAGCAGCCCTTGATATGGTTTGA  
40206 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  54220  TGCATGTCACAACTCACAATTTAAATGAGTTGTTTATTAGCAGCCCTTGATATGGTTTGA  
54161 
 
Query  40207  GATCTTGACAAAAGTGCATGCTCATGAGTTATGCTCATCTGTTTTCATAGTACTTTTGGG  
40266 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  54160  GATCTTGACAAAAGTGCATGCTCATGAGTTATGCTCATCTGTTTTCATAGTACTTTTGGG  
54101 
 
Query  40267  TTTCACGTTTTATCATTTGCTTGCTTGTAATTTTGTGAAGTTAAAAGAGAGTATTACATA  
40326 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  54100  TTTCACGTTTTATCATTTGCTTGCTTGTAATTTTGTGAAGTTAAAAGAGAGTATTACATA  
54041 
 
Query  40327  ACATTTAAAAATTATGATTCTATACTAATTTCTAGATTAAGGTTTATTCTCTGTTCTGAG  
40386 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  54040  ACATTTAAAAATTATGATTCTATACTAATTTCTAGATTAAGGTTTATTCTCTGTTCTGAG  
53981 
 
Query  40387  AATATCTGAAATGCTACATTTATTATCTACAGAGTCCTGAATCTGTTTATGTTTTCAATG  
40446 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  53980  AATATCTGAAATGCTACATTTATTATCTACAGAGTCCTGAATCTGTTTATGTTTTCAATG  
53921 
 
Query  40447  TTGATGTAACATGTTAGACTGATTCTGCCACACTTCTGATTTTATGACATTAAAAGGAGT  
40506 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  53920  TTGATGTAACATGTTAGACTGATTCTGCCACACTTCTGATTTTATGACATTAAAAGGAGT  
53861 
 
Query  40507  CTACACAAttttttttATCACACCAGATTTCTATACTAATTTCTAGATTAAGGAGTCTAC  
40566 
              ||||||||||||||||||||||||||| |||||||||||||||||||||||||||||||| 
Sbjct  53860  CTACACAATTTTTTTTATCACACCAGAATTCTATACTAATTTCTAGATTAAGGAGTCTAC  
53801 
 
Query  40567  TCTCTTTTATGACATTAAAAGAGAGTATTACATAACATTTAAAAATTATGATTCTATACT  
40626 
              ||| |||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  53800  TCTTTTTTATGACATTAAAAGAGAGTATTACATAACATTTAAAAATTATGATTCTATACT  
53741 
 
Query  40627  AATTTCTAGATTAAGGTTTATTCTCTGTTCTGAGAATATCTGAAATGCTACATTTATTAT  
40686 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  53740  AATTTCTAGATTAAGGTTTATTCTCTGTTCTGAGAATATCTGAAATGCTACATTTATTAT  
53681 
 
Query  40687  CTACAGAGTCCTGAATCTGTTTATGTTTTCAATGTTGATGTAACATGTTAGACTGATTCT  
40746 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
626 
 
Sbjct  53680  CTACAGAGTCCTGAATCTGTTTATGTTTTCAATGTTGATGTAACATGTTAGACTGATTCT  
53621 
 
Query  40747  GCCACACTTCTGATTTTATGACATTAAAAGGAGTCTACACAAttttttttATCACACCAG  
40806 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  53620  GCCACACTTCTGATTTTATGACATTAAAAGGAGTCTACACAATTTTTTTTATCACACCAG  
53561 
 
Query  40807  AATT  40810 
              |||| 
Sbjct  53560  AATT  53557 
 
 
Range 2: 1 to 14376Graphics Next Match Previous Match First Match  
Alignment statistics for match #2 
Score Expect Identities Gaps Strand 
25012 bits(27738) 0.0 14227/14437(99%) 104/14437(0%) Plus/Minus 
Query  78416  atatatatatatatatatatatatgtatatatgtatatatGTGTGTCGTACATGTTTATT  
78475 
              |||||||||||||||||||||||| ||| ||||||||||||||||||||||||||||||| 
Sbjct  14376  ATATATATATATATATATATATATATATGTATGTATATATGTGTGTCGTACATGTTTATT  
14317 
 
Query  78476  TCAATGTGAAAAATATGTTACGAAATGaaatttttatttttttaaattaattataaatta  
78535 
              |||||||||||||||||||||||||||||||| |||||||||| |||||||||||||||| 
Sbjct  14316  TCAATGTGAAAAATATGTTACGAAATGAAATTATTATTTTTTTTAATTAATTATAAATTA  
14257 
 
Query  78536  tttatttcaaacaatatttaaaaataatatatctattttggtaaatgaaaaataaaatGT  
78595 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  14256  TTTATTTCAAACAATATTTAAAAATAATATATCTATTTTGGTAAATGAAAAATAAAATGT  
14197 
 
Query  78596  GAATTTGTTTATTAAGATTAACATATTACTTGTTGAAAAAATAAAATATATTAACATTTG  
78655 
              |||||||||||||||||||||||||||| ||||||||||||||||||||||||||||||| 
Sbjct  14196  GAATTTGTTTATTAAGATTAACATATTAATTGTTGAAAAAATAAAATATATTAACATTTG  
14137 
 
Query  78656  TAATTTGTTTGAAAAAATTTATCAAACACTTACCCCCTATTTGATTTGTtaaaaatatga  
78715 
              ||||||||||||||||||||||||||||||||| |||||||||||||||||||||||||| 
Sbjct  14136  TAATTTGTTTGAAAAAATTTATCAAACACTTACACCCTATTTGATTTGTTAAAAATATGA  
14077 
 
Query  78716  tattagacaagataaaaaataagataggataaagataaatgacaaaatGTTTTTTATCTT  
78775 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  14076  TATTAGACAAGATAAAAAATAAGATAGGATAAAGATAAATGACAAAATGTTTTTTATCTT  
14017 
 
627 
 
Query  78776  ATATATTATTCAACaaataatgaacaatacaaataaaataataaaaaaattattaaaata  
78835 
              |||||||||||||||||||||||||||||||||||||||||||||||| ||||||||||| 
Sbjct  14016  ATATATTATTCAACAAATAATGAACAATACAAATAAAATAATAAAAAA-TTATTAAAATA  
13958 
 
Query  78836  cctaatattaattatgttaatatGATTTACATCAAATTAAATCTGTTTACCAAAATAAAA  
78895 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  13957  CCTAATATTAATTATGTTAATATGATTTACATCAAATTAAATCTGTTTACCAAAATAAAA  
13898 
 
Query  78896  CGAGAGAAATTAGAATTAAAAATTTGATGTTTCCTTTTTAAAAGAATTACATTGTTAAGt  
78955 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  13897  CGAGAGAAATTAGAATTAAAAATTTGATGTTTCCTTTTTAAAAGAATTACATTGTTAAGT  
13838 
 
Query  78956  taatatttttggttattaaagaaatatcaatattgatatatatatactattttaatattt  
79015 
              ||||||||||||||||||||||||||||||||||||||||||||  |||||||||||||| 
Sbjct  13837  TAATATTTTTGGTTATTAAAGAAATATCAATATTGATATATATA--CTATTTTAATATTT  
13780 
 
Query  79016  tatatttGAAACAAAAAGTTATCCGTGATTTTTTGAATAATaaaaaaaaaaTTTACCATA  
79075 
              |||||||||||||||||||||||||||||||||||||||||||||||||| ||||||||| 
Sbjct  13779  TATATTTGAAACAAAAAGTTATCCGTGATTTTTTGAATAATAAAAAAAAATTTTACCATA  
13720 
 
Query  79076  TCCTAATATGTTCCATATGTATTATAGTTTTTTGCGAATCAAACAAAACTCTTAAAGTTT  
79135 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  13719  TCCTAATATGTTCCATATGTATTATAGTTTTTTGCGAATCAAACAAAACTCTTAAAGTTT  
13660 
 
Query  79136  GTTTGGTGGTAAGAAATGGACCAGATGAGAATCATGCATTGATAGAATATGATAATTATC  
79195 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  13659  GTTTGGTGGTAAGAAATGGACCAGATGAGAATCATGCATTGATAGAATATGATAATTATC  
13600 
 
Query  79196  ATATTTTGATATAATTTATTATTTATTGTGGCCATAGGATAGTGCTTATCCTAGCTATCA  
79255 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  13599  ATATTTTGATATAATTTATTATTTATTGTGGCCATAGGATAGTGCTTATCCTAGCTATCA  
13540 
 
Query  79256  TGTTAAGCTTTATATTAGTACTTCAACAAAAGAAATGTTAAGCtttatattaatttttat  
79315 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  13539  TGTTAAGCTTTATATTAGTACTTCAACAAAAGAAATGTTAAGCTTTATATTAATTTTTAT  
13480 
 
Query  79316  tttatttttggttataattttcataaaaagttttgttgttccttctttttaagatttttc  
79375 
              ||| |||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
628 
 
Sbjct  13479  TTT-TTTTTGGTTATAATTTTCATAAAAAGTTTTGTTGTTCCTTCTTTTTAAGATTTTTC  
13421 
 
Query  79376  attttaatgtgttgtaaattttGATATATGGTTTAAGATACTCATTCACTTAAATAAATA  
79435 
              |||||||||||||||||||||||||||||||||||||||||||||||| ||||||||||| 
Sbjct  13420  ATTTTAATGTGTTGTAAATTTTGATATATGGTTTAAGATACTCATTCAGTTAAATAAATA  
13361 
 
Query  79436  TTATTTTGCTATTTATCTCTTAAAATATTTTCTCTTTCTTATAATGTTAGTACGTATTTT  
79495 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  13360  TTATTTTGCTATTTATCTCTTAAAATATTTTCTCTTTCTTATAATGTTAGTACGTATTTT  
13301 
 
Query  79496  TCTATTGCTAACTTCTATAAATCATTTTTTGAATTAATTCTCCATAGATTGATATACAAC  
79555 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  13300  TCTATTGCTAACTTCTATAAATCATTTTTTGAATTAATTCTCCATAGATTGATATACAAC  
13241 
 
Query  79556  TTCAATTCttttttatttattttttaaaaattgaaaatgaattgattttcaaatattcat  
79615 
              |||||||||||||||||||||||||||| ||||||||||||||||||||||||||||||| 
Sbjct  13240  TTCAATTCTTTTTTATTTATTTTTTAAAGATTGAAAATGAATTGATTTTCAAATATTCAT  
13181 
 
Query  79616  ttttttt-ATAGAAATCGGGAATATGTATATGACCTCACTTTTTATTTATTATAGACTTA  
79674 
              ||||||| |||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  13180  TTTTTTTTATAGAAATCGGGAATATGTATATGACCTCACTTTTTATTTATTATAGACTTA  
13121 
 
Query  79675  TCGTCAAtttttttACACAATTGTTTTTTATCTCATCACCTGatttcacttttatttcat  
79734 
              ||||||||||||||| |||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  13120  TCGTCAATTTTTTTAGACAATTGTTTTTTATCTCATCACCTGATTTCACTTTTATTTCAT  
13061 
 
Query  79735  ttatgcttccttcattttctattgagatttattatttttcacatcttttttttt-CAATT  
79793 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||| ||||| 
Sbjct  13060  TTATGCTTCCTTCATTTTCTATTGAGATTTATTATTTTTCACATCTTTTTTTTTTCAATT  
13001 
 
Query  79794  TCCATATATTCCCCCCTATATATGTATTGTCTCATGCTCCACTTGTTTCCTCCTAGCCTT  
79853 
              |||||||||||||||||||||||||||||||||||| ||||||||||||||||||||||| 
Sbjct  13000  TCCATATATTCCCCCCTATATATGTATTGTCTCATGGTCCACTTGTTTCCTCCTAGCCTT  
12941 
 
Query  79854  TGATAACTTAGTGgatatattggattaagattttaaaagattttaaaatattttttatat  
79913 
              | ||||||||||||||||||||||||||||||| |||||||||||||||| ||||||||| 
Sbjct  12940  TAATAACTTAGTGGATATATTGGATTAAGATTTGAAAAGATTTTAAAATAATTTTTATAT  
12881 
 
629 
 
Query  79914  aaaaaagtcttatggtattcaattaaaacatttaagattttttaagaaaaataataaaat  
79973 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  12880  AAAAAAGTCTTATGGTATTCAATTAAAACATTTAAGATTTTTTAAGAAAAATAATAAAAT  
12821 
 
Query  79974  tttgtgatattcaattataattttttataacttataaaaaagtcttttaatatttaaaaa  
80033 
              || ||| ||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  12820  TTGGTGGTATTCAATTATAATTTTTTATAACTTATAAAAAAGTCTTTTAATATTTAAAAA  
12761 
 
Query  80034  tatacaaattttGATGCATTATTTTTTAAGAATGATTTGGATGAATTTCATCTAATTTTT  
80093 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  12760  TATACAAATTTTGATGCATTATTTTTTAAGAATGATTTGGATGAATTTCATCTAATTTTT  
12701 
 
Query  80094  TAATATAAAACATCAATTAAACAACCCCACGCAAA-CAATT-AAGattttgttagatttt  
80151 
              |||||||||||||||||||||||||||||| |    | ||| ||   ||||   |||||| 
Sbjct  12700  TAATATAAAACATCAATTAAACAACCCCACACTTTTCTATTGAATGATTTGAATGATTTT  
12641 
 
Query  80152  tctcttttttt---ctattgattaccacacttttttttt-cttttATCACACATATCTTC  
80207 
              |||||||||||   ||||||||||||||||||||||||| |||||||||||||||||||  
Sbjct  12640  TCTCTTTTTTTTTTCTATTGATTACCACACTTTTTTTTTTCTTTTATCACACATATCTTT  
12581 
 
Query  80208  TTATCTATTTAATGTTCTTCAAGATGCAAGCACCATATATATTTCTCTTATTCTTTTGAA  
80267 
              ||||||||||||||||| |||||||||||||||||||||||||||||||||||||||||| 
Sbjct  12580  TTATCTATTTAATGTTCATCAAGATGCAAGCACCATATATATTTCTCTTATTCTTTTGAA  
12521 
 
Query  80268  ATAAAAAATGTCAAATATATGTCTCCCCTCTACACTTTTTCCTTTGTTTTTTAAATTAAA  
80327 
              |||||||||||||||||||||||||||||||||||||||| ||||||||||||||||||| 
Sbjct  12520  ATAAAAAATGTCAAATATATGTCTCCCCTCTACACTTTTTTCTTTGTTTTTTAAATTAAA  
12461 
 
Query  80328  TTAATGTTTATCTTATGTGTCAAGACTAATCATGTTTTTT--CTTATGATGAGTTTTATT  
80385 
              ||||||||||||||||||||||||||||||||||||||||  |||||||||||||||| | 
Sbjct  12460  TTAATGTTTATCTTATGTGTCAAGACTAATCATGTTTTTTTTCTTATGATGAGTTTTAGT  
12401 
 
Query  80386  GATTATGTTTATAACTTGCTCAATATAATATTTTCATAAATGTTACTCTTAATTTCATTA  
80445 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  12400  GATTATGTTTATAACTTGCTCAATATAATATTTTCATAAATGTTACTCTTAATTTCATTA  
12341 
 
Query  80446  TCCACATGACTTAATAACTCTTGTACCAATTTCACACTCttattactcttttttagtata  
80505 
              ||||||||||||||||||| | |||||||||||||||||||||||||||||||||||||| 
630 
 
Sbjct  12340  TCCACATGACTTAATAACTGTCGTACCAATTTCACACTCTTATTACTCTTTTTTAGTATA  
12281 
 
Query  80506  tatttattattgcattccataacatgtcattatatttattatGAAATAATTAGACTAATT  
80565 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  12280  TATTTATTATTGCATTCCATAACATGTCATTATATTTATTATGAAATAATTAGACTAATT  
12221 
 
Query  80566  aaaaaaaTCAGAAAATCAATGTATAATTTTAAATCTATTGTTCAAATTCAAAAGTGAGAA  
80625 
              |||||||||||||||||||||||||||||||||| |||||||||||||||||||| |||| 
Sbjct  12220  AAAAAAATCAGAAAATCAATGTATAATTTTAAATTTATTGTTCAAATTCAAAAGTAAGAA  
12161 
 
Query  80626  TGAGAAGATATTATTGCATGAAAGGTTAATATAGGAGAATATAAAGTTAGAATCAATATG  
80685 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  12160  TGAGAAGATATTATTGCATGAAAGGTTAATATAGGAGAATATAAAGTTAGAATCAATATG  
12101 
 
Query  80686  CTATTGAAAGATTaaaaaaaTTGttttgattttactttttttatccaaatctcattattt  
80745 
               ||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  12100  TTATTGAAAGATTAAAAAAATTGTTTTGATTTTACTTTTTTTATCCAAATCTCATTATTT  
12041 
 
Query  80746  tttgttattttcttcattaattattgtaattttgaatgtgattttaaaaattcatataat  
80805 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  12040  TTTGTTATTTTCTTCATTAATTATTGTAATTTTGAATGTGATTTTAAAAATTCATATAAT  
11981 
 
Query  80806  tcttttaaatcttataaatttttttaaaaaaatttaagtcttttaaattcttatcatata  
80865 
              |||||||||| ||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  11980  TCTTTTAAATTTTATAAATTTTTTTAAAAAAATTTAAGTCTTTTAAATTCTTATCATATA  
11921 
 
Query  80866  aatttattaaaattaaaactattataaaaatcttgtaaaaaa-tataataagtcataata  
80924 
              ||||||||||||||||||||||||||||||| |||||||||| ||||||||||||||||| 
Sbjct  11920  AATTTATTAAAATTAAAACTATTATAAAAATTTTGTAAAAAAATATAATAAGTCATAATA  
11861 
 
Query  80925  CTTCTACATCATTTTTAAAATTCATATAACCTTTTATATTAAAATAATCTTTTAAAATTC  
80984 
              ||||||||| |||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  11860  CTTCTACATAATTTTTAAAATTCATATAACCTTTTATATTAAAATAATCTTTTAAAATTC  
11801 
 
Query  80985  TAATCCAATATATCCCTTTAGCCTCCTTTAATAGTATTTTACTTCTCGGACGGTGTTCAG  
81044 
              ||||||||||||| |||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  11800  TAATCCAATATATTCCTTTAGCCTCCTTTAATAGTATTTTACTTCTCGGACGGTGTTCAG  
11741 
 
631 
 
Query  81045  CTTAAACATCCTCAACATTGCTGACAAAACCTTGTCAAAAATTGTAAGACGAGTAGTATC  
81104 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  11740  CTTAAACATCCTCAACATTGCTGACAAAACCTTGTCAAAAATTGTAAGACGAGTAGTATC  
11681 
 
Query  81105  CTAACTAGCTGTAATAAATTTGGATCAAATTGCAAAATTATGTCGTACAATCAAGGATTG  
81164 
              ||||||||||||||||||||||||||||||||||||||||| |||||||||||||||||| 
Sbjct  11680  CTAACTAGCTGTAATAAATTTGGATCAAATTGCAAAATTATATCGTACAATCAAGGATTG  
11621 
 
Query  81165  AGATGCTGGTATATATATAAGCTGGAAGAAATTGCTAATTCCCAGAATCAAGGAATGAGT  
81224 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  11620  AGATGCTGGTATATATATAAGCTGGAAGAAATTGCTAATTCCCAGAATCAAGGAATGAGT  
11561 
 
Query  81225  TGCTGCTGTAATAATTAATGCCACATAATCTGTTATTATTCTAATTCATTGTATATTATT  
81284 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  11560  TGCTGCTGTAATAATTAATGCCACATAATCTGTTATTATTCTAATTCATTGTATATTATT  
11501 
 
Query  81285  GTACAGCTACGTACACAGAAATGTCTTGCTTGACCGCACGACCGAGTTCAGCCTCAAGTT  
81344 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  11500  GTACAGCTACGTACACAGAAATGTCTTGCTTGACCGCACGACCGAGTTCAGCCTCAAGTT  
11441 
 
Query  81345  GCCTTTAGTTTGACACCAGCTCAATGAAAGCAGTTTTGTGCTTCCTTCATTACAAGGATT  
81404 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  11440  GCCTTTAGTTTGACACCAGCTCAATGAAAGCAGTTTTGTGCTTCCTTCATTACAAGGATT  
11381 
 
Query  81405  AATGCGATGTTGAGCTTTCCACCTAGCTAGCAAATTCTCTCATTTTCTCCTCTTGTTTCC  
81464 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  11380  AATGCGATGTTGAGCTTTCCACCTAGCTAGCAAATTCTCTCATTTTCTCCTCTTGTTTCC  
11321 
 
Query  81465  ACTAAAGCTTCCATGTCCTTCGATCAATTTCTGATTTGATTTAGAAATAACTGATCACT-  
81523 
              ||||||||||||||||||||||||||||||||| |||||||||||||||||||||||||  
Sbjct  11320  ACTAAAGCTTCCATGTCCTTCGATCAATTTCTGGTTTGATTTAGAAATAACTGATCACTT  
11261 
 
Query  81524  -ACAGAACCCAAATCTGCCGGTGGATTATATAT----CCTTCTTTCACTCAGCTAGTATT  
81578 
               ||||||||||||||||||||||||||||||||    ||||||||||||||||||||||| 
Sbjct  11260  AACAGAACCCAAATCTGCCGGTGGATTATATATATATCCTTCTTTCACTCAGCTAGTATT  
11201 
 
Query  81579  AAGAAAAAACTACCCTCAATCAAGTAGGGAAACTTTCTGAAAAAATTGCTTGACATAGAG  
81638 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
632 
 
Sbjct  11200  AAGAAAAAACTACCCTCAATCAAGTAGGGAAACTTTCTGAAAAAATTGCTTGACATAGAG  
11141 
 
Query  81639  AATGGATACTTTTTGAAAAGATTGCTGACAATCCTACAGACATGTCCACCTTTAACTCTT  
81698 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  11140  AATGGATACTTTTTGAAAAGATTGCTGACAATCCTACAGACATGTCCACCTTTAACTCTT  
11081 
 
Query  81699  CTTGAAGATCAAAAGAGTGAAAACTTCAAGCTAATATCATTAAACAAACCCTACACGGGA  
81758 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  11080  CTTGAAGATCAAAAGAGTGAAAACTTCAAGCTAATATCATTAAACAAACCCTACACGGGA  
11021 
 
Query  81759  GGGAACCCATAAAGTAGCTCAACAGTTAATGTATGAAATGTAACATGCaaaaaaaaaTAA  
81818 
              ||||||||||||||||||||||||||||||||||||||||||||||||||||||||| || 
Sbjct  11020  GGGAACCCATAAAGTAGCTCAACAGTTAATGTATGAAATGTAACATGCAAAAAAAAA-AA  
10962 
 
Query  81819  AATTGAGTTGATTATTGTTGAATTAGTCTGGGACTTTAAGTTAGGTTTTGTTTAGGTACG  
81878 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  10961  AATTGAGTTGATTATTGTTGAATTAGTCTGGGACTTTAAGTTAGGTTTTGTTTAGGTACG  
10902 
 
Query  81879  AAGAGATTTTAATTTTGTTCGACAACCAAGTAAATATGTATAGTGACTCAAGCACAAATT  
81938 
              |||| ||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  10901  AAGAAATTTTAATTTTGTTCGACAACCAAGTAAATATGTATAGTGACTCAAGCACAAATT  
10842 
 
Query  81939  TaaaaaaaaaaaaaaaaaGATAAGCCAAGAGATCATGAGATTAAGAAACTAGCTAGGTTA  
81998 
                   ||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  10841  -----AAAAAAAAAAAAAGATAAGCCAAGAGATCATGAGATTAAGAAACTAGCTAGGTTA  
10787 
 
Query  81999  CTTAGTACTTACCCTATAAAAATCAAAAGTATAACTGAAAAATTGGACTACTGGAATGAC  
82058 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  10786  CTTAGTACTTACCCTATAAAAATCAAAAGTATAACTGAAAAATTGGACTACTGGAATGAC  
10727 
 
Query  82059  AAGCTCCTCCTTCCGCAATTGACTACATTGGGTGATTTCTCaaaaaaaaaaaaaaaaaaC  
82118 
              |||||||| ||||||||||||| |||||||||||||||||||||||||||||||||   | 
Sbjct  10726  AAGCTCCTGCTTCCGCAATTGAATACATTGGGTGATTTCTCAAAAAAAAAAAAAAA---C  
10670 
 
Query  82119  TACATTTGCTGATGATTCTTTGCCCAACGATTTAAAAAATTTAATTTGTACCGCTAAGTG  
82178 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  10669  TACATTTGCTGATGATTCTTTGCCCAACGATTTAAAAAATTTAATTTGTACCGCTAAGTG  
10610 
 
633 
 
Query  82179  TCTCACTAGAGCTTTTAAGATGATTATAAATACATATTTGTGGTTTTGGAATTATTGTCA  
82238 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  10609  TCTCACTAGAGCTTTTAAGATGATTATAAATACATATTTGTGGTTTTGGAATTATTGTCA  
10550 
 
Query  82239  TCAAGAATCCATGCACATACTGTTGTATATTTTGATTGACATTTCAACAGGTTTAATACC  
82298 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  10549  TCAAGAATCCATGCACATACTGTTGTATATTTTGATTGACATTTCAACAGGTTTAATACC  
10490 
 
Query  82299  TGTGattaaataatttagaaaatattttttaaaaataatttattgctcataaaaagaaat  
82358 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  10489  TGTGATTAAATAATTTAGAAAATATTTTTTAAAAATAATTTATTGCTCATAAAAAGAAAT  
10430 
 
Query  82359  aattaTCTTAGACTTAATCTTGTTGACTTTTAGACGGAGTCTCATCTAATTCTTAACTTA  
82418 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  10429  AATTATCTTAGACTTAATCTTGTTGACTTTTAGACGGAGTCTCATCTAATTCTTAACTTA  
10370 
 
Query  82419  GTCTCAAGTGACTTTCATTATAAATATAACTTTTCAAAAGGTTTTTAAATATTAATCTCT  
82478 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  10369  GTCTCAAGTGACTTTCATTATAAATATAACTTTTCAAAAGGTTTTTAAATATTAATCTCT  
10310 
 
Query  82479  CCAGATCCTCTCATTTTTCTTTGTGTGAGTTTCTGAATTAGTCTCACTAAAAATTTATTA  
82538 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  10309  CCAGATCCTCTCATTTTTCTTTGTGTGAGTTTCTGAATTAGTCTCACTAAAAATTTATTA  
10250 
 
Query  82539  GGATGGGTTTATTAATATATTATTGAGGACTTGCTTATTTATTACGTAAATAAATCTTTA  
82598 
              ||||||||||||||||||| |||||||||||||||||||||||||||||||||||||||| 
Sbjct  10249  GGATGGGTTTATTAATATACTATTGAGGACTTGCTTATTTATTACGTAAATAAATCTTTA  
10190 
 
Query  82599  AGAATACTTTGAATTCACGTGTCTCAAACTTAATTTATTAATGTTTATATATGTTCATAG  
82658 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  10189  AGAATACTTTGAATTCACGTGTCTCAAACTTAATTTATTAATGTTTATATATGTTCATAG  
10130 
 
Query  82659  ATCATAATTTATGAATTTGTGATTTGTGATTGATCATAATTGTGATAATGTACGGGCGGT  
82718 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  10129  ATCATAATTTATGAATTTGTGATTTGTGATTGATCATAATTGTGATAATGTACGGGCGGT  
10070 
 
Query  82719  GTGAACAACACATATATTGCCTTGCCTTAAAAATTGCGGACCAATCATAGGCATAAAAAA  
82778 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
634 
 
Sbjct  10069  GTGAACAACACATATATTGCCTTGCCTTAAAAATTGCGGACCAATCATAGGCATAAAAAA  
10010 
 
Query  82779  CATG--AGAATTCCTTGGaaaaaaaaaaaa--CATGCGAGAAAAACTCGTACATATATGT  
82834 
              ||||  ||||||||||||||||||||||||  |||||||||||||||||||||||||||| 
Sbjct  10009  CATGCGAGAATTCCTTGGAAAAAAAAAAAAAACATGCGAGAAAAACTCGTACATATATGT  
9950 
 
Query  82835  ACCACAAAGCTCCAACGTAATTGTTAGGCGCCGCGCACTCACACGTACGCTTTACTCCAA  
82894 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  9949   ACCACAAAGCTCCAACGTAATTGTTAGGCGCCGCGCACTCACACGTACGCTTTACTCCAA  
9890 
 
Query  82895  TAGGCCATTAAGGGTAGGGATTCATTGATTGATATATCGATCTTCTTTCCTGCGCATCTT  
82954 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  9889   TAGGCCATTAAGGGTAGGGATTCATTGATTGATATATCGATCTTCTTTCCTGCGCATCTT  
9830 
 
Query  82955  TCAACTGTTGAGTCATGCATCAAATGATTGGTTCATATTTTTGGTTTTTAAAACTCCAAC  
83014 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  9829   TCAACTGTTGAGTCATGCATCAAATGATTGGTTCATATTTTTGGTTTTTAAAACTCCAAC  
9770 
 
Query  83015  TAATCCGACCTGTATAATTCTTAAATAATTTTAGTAATTTTAATGCAAATCTACGATTAT  
83074 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  9769   TAATCCGACCTGTATAATTCTTAAATAATTTTAGTAATTTTAATGCAAATCTACGATTAT  
9710 
 
Query  83075  AAAATGAATTAAGTTGTATTTAGTTCATCAAGCTAAGAtttttttAAACAAGAAATATAA  
83134 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  9709   AAAATGAATTAAGTTGTATTTAGTTCATCAAGCTAAGATTTTTTTAAACAAGAAATATAA  
9650 
 
Query  83135  ATTGTTTGACAACTTTTGTTTCTTGTATCTTAAAAAAGATTACTCAATAGAGAGCGAGGA  
83194 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  9649   ATTGTTTGACAACTTTTGTTTCTTGTATCTTAAAAAAGATTACTCAATAGAGAGCGAGGA  
9590 
 
Query  83195  GATAAATGGGGAAGAGAGAAAAGAAAATCATTTTTaaaaaaaaTTACTCGACtttttgtt  
83254 
              ||||||||||||||||||||||||||||||||||||||||||||||||||| |||||||| 
Sbjct  9589   GATAAATGGGGAAGAGAGAAAAGAAAATCATTTTTAAAAAAAATTACTCGATTTTTTGTT  
9530 
 
Query  83255  ttaaattatcattttttgttattaaaattaaggtaattagtaggttttcaattaaGAGAT  
83314 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  9529   TTAAATTATCATTTTTTGTTATTAAAATTAAGGTAATTAGTAGGTTTTCAATTAAGAGAT  
9470 
 
635 
 
Query  83315  TTCTTTTTACAAAATATGTTTCATCTAAGTTCCCATTTCTAAGAAGAAGAAAAATTCAGA  
83374 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  9469   TTCTTTTTACAAAATATGTTTCATCTAAGTTCCCATTTCTAAGAAGAAGAAAAATTCAGA  
9410 
 
Query  83375  AACCGaaaaaaaa-TAGATTAAATACTATATAAAAATATACTCTTTTCCTTCCTTTTTAA  
83433 
              ||||||||||||| |||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  9409   AACCGAAAAAAAAATAGATTAAATACTATATAAAAATATACTCTTTTCCTTCCTTTTTAA  
9350 
 
Query  83434  TTGTGGAACtttttttaaaaaaatatttttagttatttatcaaatggcattaactatttt  
83493 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  9349   TTGTGGAACTTTTTTTAAAAAAATATTTTTAGTTATTTATCAAATGGCATTAACTATTTT  
9290 
 
Query  83494  tttGTCAAATACATGCTTACATTTCACCTAATTTTTATTTAATTTACATGTGATGGAAAG  
83553 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  9289   TTTGTCAAATACATGCTTACATTTCACCTAATTTTTATTTAATTTACATGTGATGGAAAG  
9230 
 
Query  83554  TGTAGAAATGAAAATGAGTAAAATGAGAAATTTCATAATTAATTATCTTTTGAGGATCAA  
83613 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  9229   TGTAGAAATGAAAATGAGTAAAATGAGAAATTTCATAATTAATTATCTTTTGAGGATCAA  
9170 
 
Query  83614  GAAAAAATGATTATATTTCTTGATTTTTATATAAttttttttAAAATACAAATAAAAAGA  
83673 
              |||||||||||||||||||||||||||||||||| ||||||||||||||||||||||||| 
Sbjct  9169   GAAAAAATGATTATATTTCTTGATTTTTATATAAATTTTTTTAAAATACAAATAAAAAGA  
9110 
 
Query  83674  AAGGAAGGGAGTATAAAGCAACAATGTAATAATAATCTTTATCAAAATATTTATCTTTTC  
83733 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  9109   AAGGAAGGGAGTATAAAGCAACAATGTAATAATAATCTTTATCAAAATATTTATCTTTTC  
9050 
 
Query  83734  CTGACGAATTGGGCAACATATTGGACAGTTATATGGCATCCACCATCTAACGTGACAACA  
83793 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  9049   CTGACGAATTGGGCAACATATTGGACAGTTATATGGCATCCACCATCTAACGTGACAACA  
8990 
 
Query  83794  ACTCATTTTTTAGCAACACGCACATGTTATTATTGAAGATATTCCATTTTCGCACATTTT  
83853 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  8989   ACTCATTTTTTAGCAACACGCACATGTTATTATTGAAGATATTCCATTTTCGCACATTTT  
8930 
 
Query  83854  TATTAACTGACTGATAATTTCTTAAtttttttCAGTTCATCTTTCAATGTTTGAAGCCAT  
83913 
              |||||||||||| |||||||||||||||||| |||||||||||||||||||||||||||| 
636 
 
Sbjct  8929   TATTAACTGACTTATAATTTCTTAATTTTTT-CAGTTCATCTTTCAATGTTTGAAGCCAT  
8871 
 
Query  83914  GCATCATAAGCATACAATAACACATTACAGCTTACTACTAGCTAGTTAGAGACGAACTTA  
83973 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  8870   GCATCATAAGCATACAATAACACATTACAGCTTACTACTAGCTAGTTAGAGACGAACTTA  
8811 
 
Query  83974  ATTAATATTCACCCACATGTGTATGCATAAATTTTTGTCTAACATCATCCACAAATGCCC  
84033 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  8810   ATTAATATTCACCCACATGTGTATGCATAAATTTTTGTCTAACATCATCCACAAATGCCC  
8751 
 
Query  84034  TCAGATTCTTCTCTGAAGAGCCACCTTCTTTCGCAGCATCCCTAGCCAAAACCTTCCATT  
84093 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  8750   TCAGATTCTTCTCTGAAGAGCCACCTTCTTTCGCAGCATCCCTAGCCAAAACCTTCCATT  
8691 
 
Query  84094  TCTTAGCATTCTTTCTAAATTCACTTGCTCTGTCACCACTCCCCATCACCACATCCAAAC  
84153 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  8690   TCTTAGCATTCTTTCTAAATTCACTTGCTCTGTCACCACTCCCCATCACCACATCCAAAC  
8631 
 
Query  84154  ATGCCTCAATTTCCTTTCCTTCAACTATCCCATTTGCGTTCACGTGATGATCCACTCTCA  
84213 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  8630   ATGCCTCAATTTCCTTTCCTTCAACTATCCCATTTGCGTTCACGTGATGATCCACTCTCA  
8571 
 
Query  84214  CCCCTATCTTCCACACATCTTCTATGAGCTTCGCATTGGTCATCTGATCAGTCCACTGAG  
84273 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  8570   CCCCTATCTTCCACACATCTTCTATGAGCTTCGCATTGGTCATCTGATCAGTCCACTGAG  
8511 
 
Query  84274  GAAACGCCACCATTGGAACCCCAGAAACAAGGCTTTCCATGGTCGAATTCCACCCACAGT  
84333 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  8510   GAAACGCCACCATTGGAACCCCAGAAACAAGGCTTTCCATGGTCGAATTCCACCCACAGT  
8451 
 
Query  84334  GTGTTAAAAAACAACCCACAGAAGAATGCGAAAGAACCTCCACCTGAGAACACCATGTCA  
84393 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  8450   GTGTTAAAAAACAACCCACAGAAGAATGCGAAAGAACCTCCACCTGAGAACACCATGTCA  
8391 
 
Query  84394  CTATCTTCCCCCACTTCTCCAATTCCTCTCTGAAACAACAAAGCTCCTCCTCCTCTTCtt  
84453 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  8390   CTATCTTCCCCCACTTCTCCAATTCCTCTCTGAAACAACAAAGCTCCTCCTCCTCTTCTT  
8331 
 
637 
 
Query  84454  tttttCCATTAATTACCTTTTCTCTAACGACCCACAAGAATGGACGTCCACAATCTAATA  
84513 
              ||||||||||||||||||||||||||||||||||||| |||||||||||||||||||||| 
Sbjct  8330   TTTTTCCATTAATTACCTTTTCTCTAACGACCCACAAAAATGGACGTCCACAATCTAATA  
8271 
 
Query  84514  ACCCACGTGCAATTTCCTCCATTTGTCTCTTAGAAAGCTCAAAGTAGCTACCAAATGAAA  
84573 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  8270   ACCCACGTGCAATTTCCTCCATTTGTCTCTTAGAAAGCTCAAAGTAGCTACCAAATGAAA  
8211 
 
Query  84574  CGTAAACCACCGAATTCTCTTCCTTTGAGTCAAGCCATTCAACGTAATCATTTGAGACTT  
84633 
              ||||||||||||||| |||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  8210   CGTAAACCACCGAATCCTCTTCCTTTGAGTCAAGCCATTCAACGTAATCATTTGAGACTT  
8151 
 
Query  84634  GAAAAATGTCCCCACCAAACGAAGTATCAGTTGGGTCATTCCCGTCCAAGAACGCAGAAG  
84693 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  8150   GAAAAATGTCCCCACCAAACGAAGTATCAGTTGGGTCATTCCCGTCCAAGAACGCAGAAG  
8091 
 
Query  84694  GAATCAACGGCCCGATGGGGATCATGTTGATCTTATCAATGGCCCTCAACGCTTCTTCTT  
84753 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  8090   GAATCAACGGCCCGATGGGGATCATGTTGATCTTATCAATGGCCCTCAACGCTTCTTCTT  
8031 
 
Query  84754  CCAAAGCTTCAAAGGTGTTCACAAGCACCGTTGGGTTGGTTTCTAGGTCAAGTTGTTTAA  
84813 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  8030   CCAAAGCTTCAAAGGTGTTCACAAGCACCGTTGGGTTGGTTTCTAGGTCAAGTTGTTTAA  
7971 
 
Query  84814  TCTGATTCTCAAACGACGGGAGAGTAAAAGAAAACACACTCGGTTTCCACAGCAACAAAA  
84873 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  7970   TCTGATTCTCAAACGACGGGAGAGTAAAAGAAAACACACTCGGTTTCCACAGCAACAAAA  
7911 
 
Query  84874  ACGACGGAACGTCGCGTGGCGAAAGCGAAAACGACAATCCCGGAAGCACAATGTTCTCTT  
84933 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  7910   ACGACGGAACGTCGCGTGGCGAAAGCGAAAACGACAATCCCGGAAGCACAATGTTCTCTT  
7851 
 
Query  84934  TGGTTTCGTCGTTGATGAAATCGGCGTAGCCGTGAAAGAAGTGATAAAGAATATCCAAAA  
84993 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  7850   TGGTTTCGTCGTTGATGAAATCGGCGTAGCCGTGAAAGAAGTGATAAAGAATATCCAAAA  
7791 
 
Query  84994  CCGTGGCGGGTTCGATCCAGAGCAACGCCGTGGGGAGGTAGAATTGGCGCGCCACGTCAG  
85053 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
638 
 
Sbjct  7790   CCGTGGCGGGTTCGATCCAGAGCAACGCCGTGGGGAGGTAGAATTGGCGCGCCACGTCAG  
7731 
 
Query  85054  CAACCCAGGGAAGGAGGAGGGTGTAGAGCAGGCAAGTGAAAGGGCGGCCCTCGCTGGCGC  
85113 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  7730   CAACCCAGGGAAGGAGGAGGGTGTAGAGCAGGCAAGTGAAAGGGCGGCCCTCGCTGGCGC  
7671 
 
Query  85114  TGGAGAGGATGAGATTGGAGAGTAAGTCGGAGGTGCGGTGTTTGAGTTGGGACTCGTAGA  
85173 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  7670   TGGAGAGGATGAGATTGGAGAGTAAGTCGGAGGTGCGGTGTTTGAGTTGGGACTCGTAGA  
7611 
 
Query  85174  GAAAGAAGTCCGAGTCGGTGGCGTGGAGGGCGTCGAAGCCGGCGTCGTAGCCGTCGGAGA  
85233 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  7610   GAAAGAAGTCCGAGTCGGTGGCGTGGAGGGCGTCGAAGCCGGCGTCGTAGCCGTCGGAGA  
7551 
 
Query  85234  AGGGGAGGAAGGAGAGGCCGGGGATGGTGGGTTTGTTGGAGATGCGGCGGTAAACGTGGA  
85293 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  7550   AGGGGAGGAAGGAGAGGCCGGGGATGGTGGGTTTGTTGGAGATGCGGCGGTAAACGTGGA  
7491 
 
Query  85294  GAGTGAGGAGAATGGTGACGTGCGCGCCCATGGCGATGAGACGCTTGGCGAGTTGGAGGG  
85353 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  7490   GAGTGAGGAGAATGGTGACGTGCGCGCCCATGGCGATGAGACGCTTGGCGAGTTGGAGGG  
7431 
 
Query  85354  CAGGGTTTATGTGACTCTGGGCAGGGTAGGTCACGAGGAGGAAGCGTTGGAGAACCATGA  
85413 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  7430   CAGGGTTTATGTGACTCTGGGCAGGGTAGGTCACGAGGAGGAAGCGTTGGAGAACCATGA  
7371 
 
Query  85414  GCTACTTAAACAATGGATTCAAATGCACTCTTCACTCTTTAGTAGGGGTTGGCTTCTTAT  
85473 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  7370   GCTACTTAAACAATGGATTCAAATGCACTCTTCACTCTTTAGTAGGGGTTGGCTTCTTAT  
7311 
 
Query  85474  AATAATTTTAAAGTAATTGAGATTTAGAAATAATTTGATTTAATTAGGAAAATATGAGTT  
85533 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  7310   AATAATTTTAAAGTAATTGAGATTTAGAAATAATTTGATTTAATTAGGAAAATATGAGTT  
7251 
 
Query  85534  TAAAA-GGATGAAAGAAAAATGGTGGGAttttttttgtgtgtgtggaaagaaaatagtgg  
85592 
              ||||| |||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  7250   TAAAAGGGATGAAAGAAAAATGGTGGGATTTTTTTTGTGTGTGTGGAAAGAAAATAGTGG  
7191 
 
639 
 
Query  85593  ttcaaataaaggaaggtgaaaaagaggaaaaaaaaCCTTTAACTATATAATGCATAAAAA  
85652 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  7190   TTCAAATAAAGGAAGGTGAAAAAGAGGAAAAAAAACCTTTAACTATATAATGCATAAAAA  
7131 
 
Query  85653  TGTGTTCTTCAATTATTTTGAAATATACTCTCAAATGATTTCTAACAAAAACtttatctt  
85712 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  7130   TGTGTTCTTCAATTATTTTGAAATATACTCTCAAATGATTTCTAACAAAAACTTTATCTT  
7071 
 
Query  85713  tttattattttttatAACCAATATTAAGAGCAATGGTTAACATCAGCACCGGTTGAGTCA  
85772 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  7070   TTTATTATTTTTTATAACCAATATTAAGAGCAATGGTTAACATCAGCACCGGTTGAGTCA  
7011 
 
Query  85773  AGTGGAAGAGATTAACTTTTCACTAAGTGATGAATCAATGTTTGAATATTCATTTAAAGG  
85832 
              ||||||||||||||| |||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  7010   AGTGGAAGAGATTAATTTTTCACTAAGTGATGAATCAATGTTTGAATATTCATTTAAAGG  
6951 
 
Query  85833  GGTGACATTTAGTGTCCTAATGTACATTAGGCCTTTGAAAGAGAAGACTTGTGGGGGGAA  
85892 
              ||||||||||||||||||||||||||||||||||||||||||||||||||||||||| || 
Sbjct  6950   GGTGACATTTAGTGTCCTAATGTACATTAGGCCTTTGAAAGAGAAGACTTGTGGGGGAAA  
6891 
 
Query  85893  AACATTAATTAACAAGATCCTTAATATTAATAAAATTTTAAATGCATTTCTTAATTAATA  
85952 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||  | 
Sbjct  6890   AACATTAATTAACAAGATCCTTAATATTAATAAAATTTTAAATGCATTTCTTAATTA--A  
6833 
 
Query  85953  TGTCATTAACTCATTGCTTTATTTTAATAGCATTTGAAAATAAATTAAAGTGGCCGGTAC  
86012 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  6832   TGTCATTAACTCATTGCTTTATTTTAATAGCATTTGAAAATAAATTAAAGTGGCCGGTAC  
6773 
 
Query  86013  AATATTTTTAATGAAAAATTAATAATGAATGAGCAAGTTCTTTTAACTATTTAAAAAATG  
86072 
              |||||||||||||||||||||||||||||||||||||||||||||||||||| ||||||| 
Sbjct  6772   AATATTTTTAATGAAAAATTAATAATGAATGAGCAAGTTCTTTTAACTATTTTAAAAATG  
6713 
 
Query  86073  AGGTTAATTGCTAGTACTACGTATTATTAGTGTAATATTTTTTACATTATCAAACAATCA  
86132 
              ||||||||||||||||||||| ||||||||| |||||||||||||||||||||||||||| 
Sbjct  6712   AGGTTAATTGCTAGTACTACGCATTATTAGTCTAATATTTTTTACATTATCAAACAATCA  
6653 
 
Query  86133  TAACATATTGGCATCAAAAATAAAACAAATCATATTAGAAGAGAAATATATATTTTGTGT  
86192 
              |||||||||||||||||||||||||||||||||||||||||| ||||||||||||||||| 
640 
 
Sbjct  6652   TAACATATTGGCATCAAAAATAAAACAAATCATATTAGAAGAAAAATATATATTTTGTGT  
6593 
 
Query  86193  GTGTTCACTGTCCAAAACCAAAATTTGTTAAAAGGATAAAAGAAAAATGATGGAtttttt  
86252 
              ||||| |||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  6592   GTGTTTACTGTCCAAAACCAAAATTTGTTAAAAGGATAAAAGAAAAATGATGGATTTTTT  
6533 
 
Query  86253  ttt-tGTGTAgaaagaaaatagtggttaaaataaaggaagtgaaaaaaggaaaacaaa--  
86309 
              ||| ||||||||||||||||||||||||||||| |||||||||||||||||||| |||   
Sbjct  6532   TTTGTGTGTAGAAAGAAAATAGTGGTTAAAATAGAGGAAGTGAAAAAAGGAAAAAAAAAA  
6473 
 
Query  86310  -actttaactatataatgcataaaaaTGTATTCTTCAATTATTTTAAAATATACTCGCAA  
86368 
               ||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  6472   CACTTTAACTATATAATGCATAAAAATGTATTCTTCAATTATTTTAAAATATACTCGCAA  
6413 
 
Query  86369  ATGATTTCTAACAAAAACTTTATCTTTCTAGTA--TTTTTTATAATCAATGTACTAAGAG  
86426 
              |||||||||||||||||||||||||||||||||  ||||||||||||||||||||||||| 
Sbjct  6412   ATGATTTCTAACAAAAACTTTATCTTTCTAGTATTTTTTTTATAATCAATGTACTAAGAG  
6353 
 
Query  86427  CAATGATTAGCATCGATACAGCTTAGGTTGAGTAAAAGAGATTAGTTTTTCACTACATGA  
86486 
              ||||||||| ||||||||||| |||||||||||||||||||||||||||||||||||||| 
Sbjct  6352   CAATGATTAACATCGATACAGGTTAGGTTGAGTAAAAGAGATTAGTTTTTCACTACATGA  
6293 
 
Query  86487  TGAATCAATATGTGAATGTTCTTTTGAAGTGGTGACATTTAGCGTCCTAGTGTACCTTCA  
86546 
              ||||||||||| |||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  6292   TGAATCAATATTTGAATGTTCTTTTGAAGTGGTGACATTTAGCGTCCTAGTGTACCTTCA  
6233 
 
Query  86547  GGATTACCCGCAGACTTGTGGGG-aaaaaacattaattaataagatccttaatattaata  
86605 
              ||||||||||||||||||||||| |||||||||||||||||||||||||||||||||||| 
Sbjct  6232   GGATTACCCGCAGACTTGTGGGGAAAAAAACATTAATTAATAAGATCCTTAATATTAATA  
6173 
 
Query  86606  aatttttaaatgcatttcttaattaatatttcattaactcattgttttattttaatGGCA  
86665 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  6172   AATTTTTAAATGCATTTCTTAATTAATATTTCATTAACTCATTGTTTTATTTTAATGGCA  
6113 
 
Query  86666  TTTGAAAACAAATTAAAGTGGCCGGTACAATACTTTTAATGAATATTTAATAATAAATTA  
86725 
              |||||||| ||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  6112   TTTGAAAATAAATTAAAGTGGCCGGTACAATACTTTTAATGAATATTTAATAATAAATTA  
6053 
 
641 
 
Query  86726  GCAAATTCTTCTAACTATTTAAAAATGAGGTTAATTAATACTACCACATATTATTAGTGT  
86785 
              ||||||||||||||||||||||||| |||||||||| |||||| |||||||||||||||| 
Sbjct  6052   GCAAATTCTTCTAACTATTTAAAAACGAGGTTAATTGATACTAGCACATATTATTAGTGT  
5993 
 
Query  86786  AACATTTTTTACACGAACAATCAAGTACGTTGGCACGTGAAATAAAACAAAATTAGGAGA  
86845 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  5992   AACATTTTTTACACGAACAATCAAGTACGTTGGCACGTGAAATAAAACAAAATTAGGAGA  
5933 
 
Query  86846  AAAATATACGAAAATTTATCACTACTTAGTTCCTGTTGGATTATTTTGTAATAATACTAT  
86905 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  5932   AAAATATACGAAAATTTATCACTACTTAGTTCCTGTTGGATTATTTTGTAATAATACTAT  
5873 
 
Query  86906  GATAAAATAAATCACAATTAATGGTATATGTAATTTTTAATCCGAACTTTTTAAATATGT  
86965 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  5872   GATAAAATAAATCACAATTAATGGTATATGTAATTTTTAATCCGAACTTTTTAAATATGT  
5813 
 
Query  86966  GATATTTTGTAATTGATGGGCTGTGTAAAATATATTTACACTATTAGTATATACCAGTTA  
87025 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  5812   GATATTTTGTAATTGATGGGCTGTGTAAAATATATTTACACTATTAGTATATACCAGTTA  
5753 
 
Query  87026  AATCTTTAACAATTTTAATATTGAATAGAGTAAGTTTTATATGTCATGTaaaaaaaaaGT  
87085 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  5752   AATCTTTAACAATTTTAATATTGAATAGAGTAAGTTTTATATGTCATGTAAAAAAAAAGT  
5693 
 
Query  87086  Cttatattttttatttatagaaaatgctttagttttaattatatattttttaattttctt  
87145 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  5692   CTTATATTTTTTATTTATAGAAAATGCTTTAGTTTTAATTATATATTTTTTAATTTTCTT  
5633 
 
Query  87146  ttttaGTCAATATCTTAATACTTGCTAACGCATCTTCCACATCTTAAATATAAAATTAAA  
87205 
              |||||||||||||||||||||||||||||||||||||||||| ||||||||||||||||| 
Sbjct  5632   TTTTAGTCAATATCTTAATACTTGCTAACGCATCTTCCACATTTTAAATATAAAATTAAA  
5573 
 
Query  87206  TATATAAAACATTAAATCGTATAATTGtttttttGtataatctattataattataatata  
87265 
              |||||||||||||||||||||||||||  ||||||||||||||||||||||||||||||| 
Sbjct  5572   TATATAAAACATTAAATCGTATAATTG-CTTTTTGTATAATCTATTATAATTATAATATA  
5514 
 
Query  87266  ataaattaaacattaattaatagattaatcattaacattaatGATGAAGGGTTTGGATCa  
87325 
              ||||||||||||| |||||||||||||||||||||||||||||||||||||||||||||| 
642 
 
Sbjct  5513   ATAAATTAAACATGAATTAATAGATTAATCATTAACATTAATGATGAAGGGTTTGGATCA  
5454 
 
Query  87326  ttttttaataaaataattattttttatgta-ttttttcttaaaaatagaaaaatgtcttg  
87384 
              |||||||||||||||||||||||||||||| ||||||||||||||||||||||||||||| 
Sbjct  5453   TTTTTTAATAAAATAATTATTTTTTATGTATTTTTTTCTTAAAAATAGAAAAATGTCTTG  
5394 
 
Query  87385  ttaataaataaatcatatttacttctttaaaaaaa----TTAGAA-ttttttttAAGTTT  
87439 
              ||||||||||||||||||||||||||| ||||| |    |||||| |||||||||||||| 
Sbjct  5393   TTAATAAATAAATCATATTTACTTCTTAAAAAATATTTTTTAGAATTTTTTTTTAAGTTT  
5334 
 
Query  87440  AAACTATGTAACCTTCTATATTCAAACTTTCATTTTGTCAATCTATGCaaaaaaaaaaaa  
87499 
              |||| | |||||||| ||||||||||||||||||||||||||||||||    |||||||| 
Sbjct  5333   AAACAAAGTAACCTTTTATATTCAAACTTTCATTTTGTCAATCTATGC----AAAAAAAA  
5278 
 
Query  87500  aaaaTCAATGCGGTTTTAGTACGAATTATTTTAAATATTGATTTTGTAATGACAAGGACA  
87559 
              |||||||||| ||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  5277   AAAATCAATGTGGTTTTAGTACGAATTATTTTAAATATTGATTTTGTAATGACAAGGACA  
5218 
 
Query  87560  AAAAGAGATCCAAAAAGAATTCTTCATGGACTAATTAAATGTGGTCATTCAAAGCTAAAT  
87619 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  5217   AAAAGAGATCCAAAAAGAATTCTTCATGGACTAATTAAATGTGGTCATTCAAAGCTAAAT  
5158 
 
Query  87620  TTTGTATAATTATAATAATCaaaatgattaatttttccttaatacaaaattgtttaaaaa  
87679 
              ||||||||||||||| ||| |||||||||||||||||||||||||||||||||||||||| 
Sbjct  5157   TTTGTATAATTATAAGAAT-AAAATGATTAATTTTTCCTTAATACAAAATTGTTTAAAAA  
5099 
 
Query  87680  tttgtatattttattaaaaaaatataaaatattagaacgaggtaggactacta----ata  
87735 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||    ||| 
Sbjct  5098   TTTGTATATTTTATTAAAAAAATATAAAATATTAGAACGAGGTAGGACTACTAATATATA  
5039 
 
Query  87736  tatatataactcaaaaatatattctcttaaaaaaatcaaatcaatattcaaaattcaTTA  
87795 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  5038   TATATATAACTCAAAAATATATTCTCTTAAAAAAATCAAATCAATATTCAAAATTCATTA  
4979 
 
Query  87796  GGTATAAtttttttAAGTAAAATGCATAAAAAATAATTTTGAAACAGACttttttttACA  
87855 
              ||| |||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  4978   GGTCTAATTTTTTTAAGTAAAATGCATAAAAAATAATTTTGAAACAGACTTTTTTTTACA  
4919 
 
643 
 
Query  87856  GGTTGAAACAAGTTTAATTAGTGCAACAAGTAGGTTTATTAACATTCCTAAATAATGATA  
87915 
              |||||||||| | ||||||||||||||||||||||| |||| |||||||||||||||||| 
Sbjct  4918   GGTTGAAACAGGCTTAATTAGTGCAACAAGTAGGTTCATTAGCATTCCTAAATAATGATA  
4859 
 
Query  87916  GTGATTACATGCATCTCACTTGTTCAAATAAACATGAGTATTGATATTTTAACACTTTTA  
87975 
              | |||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  4858   GCGATTACATGCATCTCACTTGTTCAAATAAACATGAGTATTGATATTTTAACACTTTTA  
4799 
 
Query  87976  TTTTACAAAGGCAAGAAGACAATATGATGTATAATATTTTTCAAAAGAAAATTAATATAA  
88035 
              ||||||||||||||||||||||||||| |||||||||||||||||||||||||||||||| 
Sbjct  4798   TTTTACAAAGGCAAGAAGACAATATGAAGTATAATATTTTTCAAAAGAAAATTAATATAA  
4739 
 
Query  88036  ATTTTTATGAAATACGTAATACCATAACaaaaaaaaaaTCTAAACTATCTAAGTTACTAC  
88095 
              ||||||||||||||| |||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  4738   ATTTTTATGAAATACATAATACCATAACAAAAAAAAAATCTAAACTATCTAAGTTACTAC  
4679 
 
Query  88096  AAATTACAATTAGGTCGAGTTGTATGTTAATGGCACTGATTTATTACATGTGTTTCGTAC  
88155 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  4678   AAATTACAATTAGGTCGAGTTGTATGTTAATGGCACTGATTTATTACATGTGTTTCGTAC  
4619 
 
Query  88156  TGTAGGAGTGGAAAGATAACTATAAAAAATATAAAGCAATAAGATTAGTAATAATTTAGT  
88215 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  4618   TGTAGGAGTGGAAAGATAACTATAAAAAATATAAAGCAATAAGATTAGTAATAATTTAGT  
4559 
 
Query  88216  CTCTTCCTACATCCATTTAAAAGAAATTAATTATCTTTTGGATGCAACATCTATATGGGG  
88275 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  4558   CTCTTCCTACATCCATTTAAAAGAAATTAATTATCTTTTGGATGCAACATCTATATGGGG  
4499 
 
Query  88276  ACAAATTTTTTATTATCAAATATAACAAGTAAAAAAGTTATCTAGGGGGCACAATTGTCC  
88335 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  4498   ACAAATTTTTTATTATCAAATATAACAAGTAAAAAAGTTATCTAGGGGGCACAATTGTCC  
4439 
 
Query  88336  TAATTCCTGCATCTGTCTTTGATAATAATATTTATAtttttttCTCGTTAGGTGTCtttt  
88395 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  4438   TAATTCCTGCATCTGTCTTTGATAATAATATTTATATTTTTTTCTCGTTAGGTGTCTTTT  
4379 
 
Query  88396  ttttATTGATAGAAATAAAAAATAATATCAAAATTTATAACAGGTGCTCATCTTATTTGA  
88455 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
644 
 
Sbjct  4378   TTTTATTGATAGAAATAAAAAATAATATCAAAATTTATAACAGGTGCTCATCTTATTTGA  
4319 
 
Query  88456  TGAGCTAAATATTCTTGATTTCTTGTTAGGTGTCTAATATTTGGGAGTCTATTTATCTTT  
88515 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  4318   TGAGCTAAATATTCTTGATTTCTTGTTAGGTGTCTAATATTTGGGAGTCTATTTATCTTT  
4259 
 
Query  88516  TTTAGGTGAGCATTTGATACAAACCACTTATCAATAAGATTGAATAATTTGATTATTTT-  
88574 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||  
Sbjct  4258   TTTAGGTGAGCATTTGATACAAACCACTTATCAATAAGATTGAATAATTTGATTATTTTA  
4199 
 
Query  88575  aaaaaaaaCATAATTAAATAAAAGTAATTTTAAGGAGTATACCAGATTAAATAGAGATAT  
88634 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  4198   AAAAAAAACATAATTAAATAAAAGTAATTTTAAGGAGTATACCAGATTAAATAGAGATAT  
4139 
 
Query  88635  AATTATGaataaaaaatatacatttaaacttaaaataatactatctcttaaagcaataat  
88694 
              |||||||||||||||||||||||||||||||||||||||||||||||||||| ||||||| 
Sbjct  4138   AATTATGAATAAAAAATATACATTTAAACTTAAAATAATACTATCTCTTAAAACAATAAT  
4079 
 
Query  88695  aatttaattgttctaaataataaaaatcttaaacatagaatcaattgattggaaaaagaa  
88754 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  4078   AATTTAATTGTTCTAAATAATAAAAATCTTAAACATAGAATCAATTGATTGGAAAAAGAA  
4019 
 
Query  88755  aaagaagcagaaaaagaaTAATTTAGCATGGAAGAACTGAGAACACGGGAATCCAAGTCA  
88814 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  4018   AAAGAAGCAGAAAAAGAATAATTTAGCATGGAAGAACTGAGAACACGGGAATCCAAGTCA  
3959 
 
Query  88815  ATTATTTGGCAAACACGTGCATTGATTATCGATTCTGCAACGTCATGGCATCAAGAAATC  
88874 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  3958   ATTATTTGGCAAACACGTGCATTGATTATCGATTCTGCAACGTCATGGCATCAAGAAATC  
3899 
 
Query  88875  TGAAGGACCACCTTCCTTGGCTGCCTCCCTGGCCAAACCCTTCCATTTCTTTACATTCAT  
88934 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  3898   TGAAGGACCACCTTCCTTGGCTGCCTCCCTGGCCAAACCCTTCCATTTCTTTACATTCAT  
3839 
 
Query  88935  TCTCAACTCTCCACTCCCCATCACCTCTTCCGAACACTTGTTAATCTCTTTCTCCTTCTA  
88994 
              ||||||||||||||||||||||||||||||||||||||| |||||||||||||||||||| 
Sbjct  3838   TCTCAACTCTCCACTCCCCATCACCTCTTCCGAACACTTTTTAATCTCTTTCTCCTTCTA  
3779 
 
645 
 
Query  88995  CTTTCCCATCCTCATGATCCACCCTCACCCCTATCTTCCACACATTTTCTATCAGTTTAG  
89054 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  3778   CTTTCCCATCCTCATGATCCACCCTCACCCCTATCTTCCACACATTTTCTATCAGTTTAG  
3719 
 
Query  89055  CATTTGTCTTTTGGTACGACCACTGAGGAAACACCACCATGGGCACCCCCGAAACCTAGC  
89114 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  3718   CATTTGTCTTTTGGTACGACCACTGAGGAAACACCACCATGGGCACCCCCGAAACCTAGC  
3659 
 
Query  89115  TCTCCATGGTCGAATTCCAACCACAGTGCGTCACAAAACAACCCACTGAACCTCCACCTG  
89174 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  3658   TCTCCATGGTCGAATTCCAACCACAGTGCGTCACAAAACAACCCACTGAACCTCCACCTG  
3599 
 
Query  89175  AGAACAACActtcaccaacttccccttctcttccaactcctctcaaacacacctcctccc  
89234 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  3598   AGAACAACACTTCACCAACTTCCCCTTCTCTTCCAACTCCTCTCAAACACACCTCCTCCC  
3539 
 
Query  89235  cttcttcttcctctttcactctAATCACCCACAAGAATGGAAAACCAGAATCTAACAAAG  
89294 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  3538   CTTCTTCTTCCTCTTTCACTCTAATCACCCACAAGAATGGAAAACCAGAATCTAACAAAG  
3479 
 
Query  89295  CACTTGCAATTTCCTCCGTTTGTCTCTTAGACAACACAAAGTAGCTCCCAAATGAAATGT  
89354 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  3478   CACTTGCAATTTCCTCCGTTTGTCTCTTAGACAACACAAAGTAGCTCCCAAATGAAATGT  
3419 
 
Query  89355  AAACCACGGACTTGTCTTCCTTTGAGTCAAGCCACTCAACGTAACCATTTGAAACCGGTA  
89414 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  3418   AAACCACGGACTTGTCTTCCTTTGAGTCAAGCCACTCAACGTAACCATTTGAAACCGGTA  
3359 
 
Query  89415  ACAAGTCACCACCCAAGGAAGTATCTTCGGGGTCCTTTCCATCCAAGAATtatatatata  
89474 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  3358   ACAAGTCACCACCCAAGGAAGTATCTTCGGGGTCCTTTCCATCCAAGAATTATATATATA  
3299 
 
Query  89475  tatatatatatatatatatatatatatatatatatatatatatatataAGAGTACAAATA  
89534 
              |||||||||||                                      ||||||||||| 
Sbjct  3298   TATATATATAT--------------------------------------GAGTACAAATA  
3277 
 
Query  89535  AAATATATGTGAACTCATCATTTAGTCTTATCATTTTATTTACTACTTGTATAAATTAAA  
89594 
              || ||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
646 
 
Sbjct  3276   AAGTATATGTGAACTCATCATTTAGTCTTATCATTTTATTTACTACTTGTATAAATTAAA  
3217 
 
Query  89595  TAGATATGCTTGTCAAGGAGAGCCAACAAACATGCACGATATATAGAAACTATATTCAAA  
89654 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  3216   TAGATATGCTTGTCAAGGAGAGCCAACAAACATGCACGATATATAGAAACTATATTCAAA  
3157 
 
Query  89655  TTTTAGTGCAATTATAATGCATCATATGTGCTTACTTGGATCTTGTGTTTAACTTCAACA  
89714 
              ||||||||||||||||||||||||||||||||| |||||||||||||||||||||||||| 
Sbjct  3156   TTTTAGTGCAATTATAATGCATCATATGTGCTTGCTTGGATCTTGTGTTTAACTTCAACA  
3097 
 
Query  89715  AATATGCACGATAGAAACTAGATTCAAATTTTAGGTTCCATAGTATTTTTACATGAAATT  
89774 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  3096   AATATGCACGATAGAAACTAGATTCAAATTTTAGGTTCCATAGTATTTTTACATGAAATT  
3037 
 
Query  89775  ATTTAAGTGTCTGATATAATCATACATGttatttttattatttatggggtttaatttaat  
89834 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  3036   ATTTAAGTGTCTGATATAATCATACATGTTATTTTTATTATTTATGGGGTTTAATTTAAT  
2977 
 
Query  89835  tttaC-aaaaaaaaGGTATTACAATGTACAAATATTCACTAGTTGCATATTCAATCTTAA  
89893 
              ||||| |||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  2976   TTTACAAAAAAAAAGGTATTACAATGTACAAATATTCACTAGTTGCATATTCAATCTTAA  
2917 
 
Query  89894  AATTTATTTGAAAATTCATCAATCAGCTTGTTTGGATTTTGTGTTTAGCTATCATATATA  
89953 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  2916   AATTTATTTGAAAATTCATCAATCAGCTTGTTTGGATTTTGTGTTTAGCTATCATATATA  
2857 
 
Query  89954  GCAACTAAAATATATTTTAATTTGTGTGTATGTTTTATTTCATAGTTAATTATAAATTGA  
90013 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  2856   GCAACTAAAATATATTTTAATTTGTGTGTATGTTTTATTTCATAGTTAATTATAAATTGA  
2797 
 
Query  90014  CTTACGTGATGCTATAACTAAGGTATGACCTTGCAAGTTATTAATTAGTGTATATGGAAT  
90073 
              |||||||||||||||||||||||||||||||| ||||||||||||||||||||||||||| 
Sbjct  2796   CTTACGTGATGCTATAACTAAGGTATGACCTTCCAAGTTATTAATTAGTGTATATGGAAT  
2737 
 
Query  90074  TAAAGTATTTATTTGATAGTTATTTGAAATGATATTTTATAAATATGTGTGAATTGGTTA  
90133 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  2736   TAAAGTATTTATTTGATAGTTATTTGAAATGATATTTTATAAATATGTGTGAATTGGTTA  
2677 
 
647 
 
Query  90134  TCATCCTTTAGGAAGTAATGACAATTTATGTTTTATTTTGAGAATTGAATATGTACGAGA  
90193 
              ||||||||||||||||| |||||||||||||||||||||||||||||||||||||||||| 
Sbjct  2676   TCATCCTTTAGGAAGTAGTGACAATTTATGTTTTATTTTGAGAATTGAATATGTACGAGA  
2617 
 
Query  90194  CACCTTCATTTGGGATGGAGATGAAGTTATAGATACCTCCATCTAGGATGAAGAAGAGAT  
90253 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  2616   CACCTTCATTTGGGATGGAGATGAAGTTATAGATACCTCCATCTAGGATGAAGAAGAGAT  
2557 
 
Query  90254  TTTGAATACTTTCATATATGATAAGAAAAGCAGTGAGACATTACTGCATGAATATGAACT  
90313 
              ||||||||||||||||||||||||||||||||||||||| |||||||||||||||||||| 
Sbjct  2556   TTTGAATACTTTCATATATGATAAGAAAAGCAGTGAGACGTTACTGCATGAATATGAACT  
2497 
 
Query  90314  CATAGACCATTTGAAGAATCTGAGACTCACACTAATTCTGAGAACCAAAGAGTTAAATCT  
90373 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  2496   CATAGACCATTTGAAGAATCTGAGACTCACACTAATTCTGAGAACCAAAGAGTTAAATCT  
2437 
 
Query  90374  AGTGACTCTGGAAATCACAACATATGTTAGTGATAATTGTTTGTTCAAGAATTGAATGCA  
90433 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  2436   AGTGACTCTGGAAATCACAACATATGTTAGTGATAATTGTTTGTTCAAGAATTGAATGCA  
2377 
 
Query  90434  GTGAAgtgttgatgtttatttacttgaatattttttgttttgttgtgtgaataaatttgt  
90493 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  2376   GTGAAGTGTTGATGTTTATTTACTTGAATATTTTTTGTTTTGTTGTGTGAATAAATTTGT  
2317 
 
Query  90494  gatcattttATAACTATATATATGTATGTGTGCATTTAATTTATTGTTGCGAATATCATG  
90553 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  2316   GATCATTTTATAACTATATATATGTATGTGTGCATTTAATTTATTGTTGCGAATATCATG  
2257 
 
Query  90554  GTTGAAtttttttATTATTATCTGTTGCAACCTACCCTTCGACGGGAGGGGTGAGGCGAG  
90613 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  2256   GTTGAATTTTTTTATTATTATCTGTTGCAACCTACCCTTCGACGGGAGGGGTGAGGCGAG  
2197 
 
Query  90614  ACTCAAGGATGCGTCTTCCAAAAAGAAAAACACGCGGGAGTCGCCACCAACGTTTATTCG  
90673 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  2196   ACTCAAGGATGCGTCTTCCAAAAAGAAAAACACGCGGGAGTCGCCACCAACGTTTATTCG  
2137 
 
Query  90674  AGGAAAACGTTAGAAAAACC-AAAAGGGGGATCTGCGAATTTTGAAAATAAGGGTACGGG  
90732 
              |||||||||||||||||||| ||||||||||| ||||||||||||||||||||||||||| 
648 
 
Sbjct  2136   AGGAAAACGTTAGAAAAACCAAAAAGGGGGATATGCGAATTTTGAAAATAAGGGTACGGG  
2077 
 
Query  90733  AGTTATTTACGAGCGAAAAAGGTATTAACACCCCACGTGTTCGTCACAGGGGACGACAAC  
90792 
              ||||||||||||||||||||||||||||||||||||||||||||||||||||| |||||| 
Sbjct  2076   AGTTATTTACGAGCGAAAAAGGTATTAACACCCCACGTGTTCGTCACAGGGGATGACAAC  
2017 
 
Query  90793  CTTTAATCGAATGTGCAAAAACGTGACTTCAATATTACTTATTTTCCCTTTTTATGCTTC  
90852 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  2016   CTTTAATCGAATGTGCAAAAACGTGACTTCAATATTACTTATTTTCCCTTTTTATGCTTC  
1957 
 
Query  90853  TTTATTTTTTCGGGTCGACAAAGGCGTTGCCCTTGCTCCTACGTATCCTCAAGTGCGATG  
90912 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  1956   TTTATTTTTTCGGGTCGACAAAGGCGTTGCCCTTGCTCCTACGTATCCTCAAGTGCGATG  
1897 
 
Query  90913  AGAAACTCAGACCTACATAGTTCTTAAAACAAGAAAATTGCGTGTCGAGTTGATTTTAAA  
90972 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  1896   AGAAACTCAGACCTACATAGTTCTTAAAACAAGAAAATTGCGTGTCGAGTTGATTTTAAA  
1837 
 
Query  90973  CTTTTGAAAAGTTCATTCGAACCAACAAAAATAAAAGAGACCATTAAGGCCTTGGACCTT  
91032 
              |||||||||| ||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  1836   CTTTTGAAAAATTCATTCGAACCAACAAAAATAAAAGAGACCATTAAGGCCTTGGACCTT  
1777 
 
Query  91033  GAACGGATTTAAGTGAATTTTGCGGATAAAAAGCTCGGTTACATGTTGATTTTAACTTGA  
91092 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  1776   GAACGGATTTAAGTGAATTTTGCGGATAAAAAGCTCGGTTACATGTTGATTTTAACTTGA  
1717 
 
Query  91093  TTTCACTTATTAAACTTCAAACTAATTAAAAGATGTTTGGTGACGTAAATGACCGGTCAA  
91152 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  1716   TTTCACTTATTAAACTTCAAACTAATTAAAAGATGTTTGGTGACGTAAATGACCGGTCAA  
1657 
 
Query  91153  AACTCACTTTACCAAAAGAAAATAGATTACAAATAGTAGAAGAATGAGATGAAGATGCAT  
91212 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  1656   AACTCACTTTACCAAAAGAAAATAGATTACAAATAGTAGAAGAATGAGATGAAGATGCAT  
1597 
 
Query  91213  GAATCGACAAAGAAGACCCTTATGGGTGCATAGATTGAATTGAAATACTTAAAATAAATA  
91272 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  1596   GAATCGACAAAGAAGACCCTTATGGGTGCATAGATTGAATTGAAATACTTAAAATAAATA  
1537 
 
649 
 
Query  91273  CTAACCGGATGACGAACGAAGAACGATGTGAAAATCGATTACGATCGTGATTCGGTAGCA  
91332 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  1536   CTAACCGGATGACGAACGAAGAACGATGTGAAAATCGATTACGATCGTGATTCGGTAGCA  
1477 
 
Query  91333  CCTCGACCTTGtttttcctttatttcttcttcttttcttcaaatttcactaaatcctttc  
91392 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  1476   CCTCGACCTTGTTTTTCCTTTATTTCTTCTTCTTTTCTTCAAATTTCACTAAATCCTTTC  
1417 
 
Query  91393  aatatttGAAGGTTGAACCCTTTCTTTCAGCCCCTCATGCCTATTTATAGGAAATGAGGG  
91452 
              ||||| |||||| ||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  1416   AATATCTGAAGGCTGAACCCTTTCTTTCAGCCCCTCATGCCTATTTATAGGAAATGAGGG  
1357 
 
Query  91453  GACTTAGTTGATCTGGAGCTCACCCAAGCGAGCTGTTGCTTCAACCTGAAGTAACCTTGC  
91512 
              |||||||||||||||||||||||||||||||| ||||||||||||||||||||||||||| 
Sbjct  1356   GACTTAGTTGATCTGGAGCTCACCCAAGCGAGTTGTTGCTTCAACCTGAAGTAACCTTGC  
1297 
 
Query  91513  TCGTCCAGGCGAGCTAGTTACTTCACCCCTAAACTATTTAGGGGCCTAGGTGAGCCAGAG  
91572 
              |||||||| ||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  1296   TCGTCCAGACGAGCTAGTTACTTCACCCCTAAACTATTTAGGGGCCTAGGTGAGCCAGAG  
1237 
 
Query  91573  ACTAGCCTGAGCGAGTCAGGGGTCTGAAAAAGCCTCAAAATGATCCTTTTGTCCTTCCAT  
91632 
              ||||||||||||||||||||||||||||||||||| |||||||||||||||||||||||| 
Sbjct  1236   ACTAGCCTGAGCGAGTCAGGGGTCTGAAAAAGCCTTAAAATGATCCTTTTGTCCTTCCAT  
1177 
 
Query  91633  TTGGGCATTTTTTGCATTCTTTACTGAAATGTCGAATAATCTTCCGTCTTACATAGCAAC  
91692 
              ||||||||||||||||||||||||||||||||||||||||||||||||||||| | |||| 
Sbjct  1176   TTGGGCATTTTTTGCATTCTTTACTGAAATGTCGAATAATCTTCCGTCTTACACAACAAC  
1117 
 
Query  91693  TGGTGTCGAACAATTCAATTTGACAATGGAGAATCAAAACGTTGACGAATGATAGTCCTA  
91752 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  1116   TGGTGTCGAACAATTCAATTTGACAATGGAGAATCAAAACGTTGACGAATGATAGTCCTA  
1057 
 
Query  91753  GTACGAAATTAGGATATGACATTATTAAGAGAATTAAAAACTTACttttttgttacttta  
91812 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  1056   GTACGAAATTAGGATATGACATTATTAAGAGAATTAAAAACTTACTTTTTTGTTACTTTA  
997 
 
Query  91813  actttgtaaatgtttatatttaagaataaaattatttatttatataattaaatatttatt  
91872 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
650 
 
Sbjct  996    ACTTTGTAAATGTTTATATTTAAGAATAAAATTATTTATTTATATAATTAAATATTTATT  
937 
 
Query  91873  ataatacttgacatattttcaaccattgaaatttttagatttttattttatacatttttC  
91932 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  936    ATAATACTTGACATATTTTCAACCATTGAAATTTTTAGATTTTTATTTTATACATTTTTC  
877 
 
Query  91933  TCACTTAACGTAGAGCGTTACATATACTTTTTTAATGTTTTGATGATGTAACATACTATT  
91992 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  876    TCACTTAACGTAGAGCGTTACATATACTTTTTTAATGTTTTGATGATGTAACATACTATT  
817 
 
Query  91993  TAATCTCGTGATTATAATGCAAAAGCATTAGCTAGCTAGCATTTGAACGCAATTCTTTCA  
92052 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  816    TAATCTCGTGATTATAATGCAAAAGCATTAGCTAGCTAGCATTTGAACGCAATTCTTTCA  
757 
 
Query  92053  GGTAACTTATAGTTATAAGTTCTAATTAAACATAATTTATTTCAAAGTTCAAGACAATGC  
92112 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  756    GGTAACTTATAGTTATAAGTTCTAATTAAACATAATTTATTTCAAAGTTCAAGACAATGC  
697 
 
Query  92113  TATATTTAACTATTTATGAAGGTTATCATACTAAGGTAAAACGTCTTTTTATGTTTTAAC  
92172 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  696    TATATTTAACTATTTATGAAGGTTATCATACTAAGGTAAAACGTCTTTTTATGTTTTAAC  
637 
 
Query  92173  AGGAAGCAAGAATAAATGTAtttttttCTTGGATGGAGAAAGAATAATAGGCCATGCATC  
92232 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  636    AGGAAGCAAGAATAAATGTATTTTTTTCTTGGATGGAGAAAGAATAATAGGCCATGCATC  
577 
 
Query  92233  TCTTCGTAATGGAATGATCTTACATCATCAATTTTTACTGAGATCCAACATGTTGTGGCC  
92292 
              |||||||||||||||||||||||| ||||||||||||||||||||||||||||||||||| 
Sbjct  576    TCTTCGTAATGGAATGATCTTACACCATCAATTTTTACTGAGATCCAACATGTTGTGGCC  
517 
 
Query  92293  AGGGAAGTTGTTAAGGTGAAATAAAATAGAATGAAAGGCAAATATTTGAATTAAATTATT  
92352 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  516    AGGGAAGTTGTTAAGGTGAAATAAAATAGAATGAAAGGCAAATATTTGAATTAAATTATT  
457 
 
Query  92353  TGTTAGGTAAGGTTTGTCTAAGAATAAAATAACTAAAATTTAAGTTCTAGGTTTACCAAT  
92412 
              ||||||||||||||| |||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  456    TGTTAGGTAAGGTTTCTCTAAGAATAAAATAACTAAAATTTAAGTTCTAGGTTTACCAAT  
397 
 
651 
 
Query  92413  AAAAAATAtttttttATTAGTTTTTATaaaaaaaaaaGTCTCATATTTTGACAAAAATAT  
92472 
              ||||||||||||||||||||||||||| |||||||||||||||||||||||||||||||| 
Sbjct  396    AAAAAATATTTTTTTATTAGTTTTTAT-AAAAAAAAAGTCTCATATTTTGACAAAAATAT  
338 
 
Query  92473  CATATATGATGTCAAAAAGGCCAAAAGGtttttttAAAACTAATTTTTAGGTTTCCTTTA  
92532 
              ||||||||||||||||||||||||||||||||||| |||||||||||||||||||||||| 
Sbjct  337    CATATATGATGTCAAAAAGGCCAAAAGGTTTTTTTTAAACTAATTTTTAGGTTTCCTTTA  
278 
 
Query  92533  TCATTGAGTCAGCTTCTATGTAAGGTACGAGaaaaaaaaGATGGTTACTAAAAATACTAT  
92592 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  277    TCATTGAGTCAGCTTCTATGTAAGGTACGAGAAAAAAAAGATGGTTACTAAAAATACTAT  
218 
 
Query  92593  TTTGACCTTGTACATGATATTTTACTAATTCTATGATTTGGCTATTTCATCAATAAACTC  
92652 
              |||||||||||||||||||||||||||||||||||||||||||||||||||| ||||||| 
Sbjct  217    TTTGACCTTGTACATGATATTTTACTAATTCTATGATTTGGCTATTTCATCAGTAAACTC  
158 
 
Query  92653  TATTATGAACCATaaaacaaaaataaacaaaaaGGGGGGAGGGGAGCATATGTACCAAAA  
92712 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  157    TATTATGAACCATAAAACAAAAATAAACAAAAAGGGGGGAGGGGAGCATATGTACCAAAA  
98 
 
Query  92713  GAAGACCACAAGCGAGCTTaaaaaaaGAAGCATGCCCTATGATGGTAAGATTGTTCCATG  
92772 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  97     GAAGACCACAAGCGAGCTTAAAAAAAGAAGCATGCCCTATGATGGTAAGATTGTTCCATG  
38 
 
Query  92773  CAGTGATTGGCAAGGAAACCAGAAAGCATGCAAGCTT  92809 
              ||||||||||||||||||||||||||||||||||||| 
Sbjct  37     CAGTGATTGGCAAGGAAACCAGAAAGCATGCAAGCTT  1 
 
 
Range 3: 39609 to 53796Graphics Next Match Previous Match First Match  
Alignment statistics for match #3 
Score Expect Identities Gaps Strand 
24561 bits(27238) 0.0 13992/14249(98%) 111/14249(0%) Plus/Minus 
Query  40297  TTTTGTGAAGTTAAAAGAGAGTATTACATAACATTTAAAAATTATGATTCTATACTAATT  
40356 
              |||| |||  |||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  53796  TTTTATGACATTAAAAGAGAGTATTACATAACATTTAAAAATTATGATTCTATACTAATT  
53737 
 
Query  40357  TCTAGATTAAGGTTTATTCTCTGTTCTGAGAATATCTGAAATGCTACATTTATTATCTAC  
40416 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
652 
 
Sbjct  53736  TCTAGATTAAGGTTTATTCTCTGTTCTGAGAATATCTGAAATGCTACATTTATTATCTAC  
53677 
 
Query  40417  AGAGTCCTGAATCTGTTTATGTTTTCAATGTTGATGTAACATGTTAGACTGATTCTGCCA  
40476 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  53676  AGAGTCCTGAATCTGTTTATGTTTTCAATGTTGATGTAACATGTTAGACTGATTCTGCCA  
53617 
 
Query  40477  CACTTCTGATTTTATGACATTAAAAGGAGTCTACACAAttttttttATCACACCAGATTT  
40536 
              ||||||||||||||||||||||||||||||||||||||||||||||||||||||||| || 
Sbjct  53616  CACTTCTGATTTTATGACATTAAAAGGAGTCTACACAATTTTTTTTATCACACCAGAATT  
53557 
 
Query  40537  CTATACTAATTTCTAGATTAAGGAGTCTACTCTCTTTTATGACATTAAAAGAGAGTATTA  
40596 
              ||||||||||||||||||||||||||||||||| |||||||||||||||||||||||||| 
Sbjct  53556  CTATACTAATTTCTAGATTAAGGAGTCTACTCTTTTTTATGACATTAAAAGAGAGTATTA  
53497 
 
Query  40597  CATAACATTTAAAAATTATGATTCTATACTAATTTCTAGATTAAGGTTTATTCTCTGTTC  
40656 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  53496  CATAACATTTAAAAATTATGATTCTATACTAATTTCTAGATTAAGGTTTATTCTCTGTTC  
53437 
 
Query  40657  TGAGAATATCTGAAATGCTACATTTATTATCTACAGAGTCCTGAATCTGTTTATGTTTTC  
40716 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  53436  TGAGAATATCTGAAATGCTACATTTATTATCTACAGAGTCCTGAATCTGTTTATGTTTTC  
53377 
 
Query  40717  AATGTTGATGTAACATGTTAGACTGATTCTGCCACACTTCTGATTTTATGACATTAAAAG  
40776 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  53376  AATGTTGATGTAACATGTTAGACTGATTCTGCCACACTTCTGATTTTATGACATTAAAAG  
53317 
 
Query  40777  GAGTCTACACAAttttttttATCACACCAGAATTTTTTCATGTATTGTTGGTTGATAGGC  
40836 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  53316  GAGTCTACACAATTTTTTTTATCACACCAGAATTTTTTCATGTATTGTTGGTTGATAGGC  
53257 
 
Query  40837  TTGCAGTCATGCTATTAAATATTGATAATCATCTTTCGAATAATGGGGTTTTAGTATGTT  
40896 
              ||||||||||| |||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  53256  TTGCAGTCATGTTATTAAATATTGATAATCATCTTTCGAATAATGGGGTTTTAGTATGTT  
53197 
 
Query  40897  AAGGCAGCATTCAATGTATTTGCTGAGAAAATTCTGCATTGGCTTTCTGACATCTTAAtt  
40956 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  53196  AAGGCAGCATTCAATGTATTTGCTGAGAAAATTCTGCATTGGCTTTCTGACATCTTAATT  
53137 
 
653 
 
Query  40957  ttttttCTGTCCGATATTTCTCCCTTACCAAGAATTTTGGATTTGTTAACACATTGATGA  
41016 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  53136  TTTTTTCTGTCCGATATTTCTCCCTTACCAAGAATTTTGGATTTGTTAACACATTGATGA  
53077 
 
Query  41017  TAGCGATTCATTCTGCTTAACGTGCAACTAACCTCCAGAGTCCAGACCTCCCCTTCCCCT  
41076 
              ||| |||||||| ||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  53076  TAGGGATTCATTTTGCTTAACGTGCAACTAACCTCCAGAGTCCAGACCTCCCCTTCCCCT  
53017 
 
Query  41077  GAAAAAAGGGTTTCTTCTACTGCAAGTAGCATTTTATACTTACATATTAACTGCTGTAAA  
41136 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  53016  GAAAAAAGGGTTTCTTCTACTGCAAGTAGCATTTTATACTTACATATTAACTGCTGTAAA  
52957 
 
Query  41137  ATACTAAAATTATTCGACATTCTTGTTATTGTTGAATTGTAATACAGGTGGACTTACAAT  
41196 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  52956  ATACTAAAATTATTCGACATTCTTGTTATTGTTGAATTGTAATACAGGTGGACTTACAAT  
52897 
 
Query  41197  GACCCACTTCGTGCAAAGTATAATGACAAAATGGCAGCAATGAATGCACCTATAGTAAAA  
41256 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  52896  GACCCACTTCGTGCAAAGTATAATGACAAAATGGCAGCAATGAATGCACCTATAGTAAAA  
52837 
 
Query  41257  CCTAAAGGAAGCAAGAAGTTGAAAGATTGGGAATCTAGGGAATCTGGATGAACTTGAAGT  
41316 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  52836  CCTAAAGGAAGCAAGAAGTTGAAAGATTGGGAATCTAGGGAATCTGGATGAACTTGAAGT  
52777 
 
Query  41317  TACAAAACTATGCATGAAGATATAGTCCTTTCAGTTATAGCTCACGGATTAATACCAGAT  
41376 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  52776  TACAAAACTATGCATGAAGATATAGTCCTTTCAGTTATAGCTCACGGATTAATACCAGAT  
52717 
 
Query  41377  TAGATATCACCTTATCCTATGTATGCTTGTGTTCTGTCTTAATACAGAATGTAAAGTAGT  
41436 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  52716  TAGATATCACCTTATCCTATGTATGCTTGTGTTCTGTCTTAATACAGAATGTAAAGTAGT  
52657 
 
Query  41437  TCATCACGGCTCAAGCATGTTATGGATCTTGGAAGGCAGTTCGTGCAGATTGTGATAGGA  
41496 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  52656  TCATCACGGCTCAAGCATGTTATGGATCTTGGAAGGCAGTTCGTGCAGATTGTGATAGGA  
52597 
 
Query  41497  GTTCATCACTAGTTTATTCGGATATTCTTCCCCAGTTAATGAATCCTAGCTGATTTGAAG  
41556 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
654 
 
Sbjct  52596  GTTCATCACTAGTTTATTCGGATATTCTTCCCCAGTTAATGAATCCTAGCTGATTTGAAG  
52537 
 
Query  41557  TCCTGCCAGCCTAGCCTAATGTCTTCAAGCGCTTATGACTGACTTTCTTTGTATTTTGTC  
41616 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  52536  TCCTGCCAGCCTAGCCTAATGTCTTCAAGCGCTTATGACTGACTTTCTTTGTATTTTGTC  
52477 
 
Query  41617  ACCATTTTGACTTTATTACTAGCTGGCTATGAGGATTTTATTGAGTTTGCTGCCCATTGA  
41676 
              |||||||||||||||||||||||||||||| ||||||||||||||||||||||||||||| 
Sbjct  52476  ACCATTTTGACTTTATTACTAGCTGGCTATTAGGATTTTATTGAGTTTGCTGCCCATTGA  
52417 
 
Query  41677  TGCTTCAGGAGCCACTGTTTTACAATTTAAGATCATTTATACGTGCAACTTCGATACTGA  
41736 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  52416  TGCTTCAGGAGCCACTGTTTTACAATTTAAGATCATTTATACGTGCAACTTCGATACTGA  
52357 
 
Query  41737  CTGGAACTCCCAAGAGTGACACTTCAATTGGTG------TACTAGTATATGTAGCATAAA  
41790 
              |||||||||||||||||||||||||||||||||      ||||||||||||||||||||| 
Sbjct  52356  CTGGAACTCCCAAGAGTGACACTTCAATTGGTGACGGTGTACTAGTATATGTAGCATAAA  
52297 
 
Query  41791  CTTCCATGTTAGGGTAATCTTTTAGCTTAACAAAGGGGCATATTGAAAGTTATTCATGTT  
41850 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  52296  CTTCCATGTTAGGGTAATCTTTTAGCTTAACAAAGGGGCATATTGAAAGTTATTCATGTT  
52237 
 
Query  41851  CAACCCGCCGCTGCTTGTTTGTTTACTGGAGTTAATTTGACTAGTCAATCATTCCaaaaa  
41910 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||| ||||| 
Sbjct  52236  CAACCCGCCGCTGCTTGTTTGTTTACTGGAGTTAATTTGACTAGTCAATCATTCAAAAAA  
52177 
 
Query  41911  aaaaTTTAATTAGAGTAATTTTTCTGTCTAttttttt-GGGCTATTTCTAACAGATTAAA  
41969 
              ||||   |||||||||||||||||||||||||||||| |||||||||||||||||||||| 
Sbjct  52176  AAAAAAAAATTAGAGTAATTTTTCTGTCTATTTTTTTTGGGCTATTTCTAACAGATTAAA  
52117 
 
Query  41970  ATGTGTTCCTTCGAAAATAATTTCTTAAATGAGCAATTTTCAGGAGAGAAGAGCGTTCTT  
42029 
              ||||| |||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  52116  ATGTGGTCCTTCGAAAATAATTTCTTAAATGAGCAATTTTCAGGAGAGAAGAGCGTTCTT  
52057 
 
Query  42030  TATAGCATCCCACAAATAAAGCAAAGAGGAAAGGGATAAATGGAAATAAATTAACACTAG  
42089 
              |||||| |||||||||||||||| |||| ||||||||||||||||||||||||||||||| 
Sbjct  52056  TATAGCTTCCCACAAATAAAGCAGAGAGAAAAGGGATAAATGGAAATAAATTAACACTAG  
51997 
 
655 
 
Query  42090  TTTTTGTTACAAATGTTCTAGGTAATTAGTTTCTTGAAATTTTAAAATAAGGAGAAAGAT  
42149 
              ||||||||||||||||||||||||||||||||||||  |||||||||||||||||||||  
Sbjct  51996  TTTTTGTTACAAATGTTCTAGGTAATTAGTTTCTTGGGATTTTAAAATAAGGAGAAAGAA  
51937 
 
Query  42150  GTCTATCTATTCCTCATCTCTTTCACTCACTTGGATACTTTTTATTCCTGTGTGGAATGA  
42209 
              ||||||||||||||||||||||||||||||||||| |||||||||||||||||||||||| 
Sbjct  51936  GTCTATCTATTCCTCATCTCTTTCACTCACTTGGACACTTTTTATTCCTGTGTGGAATGA  
51877 
 
Query  42210  GGGaaaaaaaaTATTTGTCACAAAGTTATAAATACATTTACATCAAATTTTCTCAAGAGA  
42269 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  51876  GGGAAAAAAAATATTTGTCACAAAGTTATAAATACATTTACATCAAATTTTCTCAAGAGA  
51817 
 
Query  42270  GTGCGTTGACTGCTGTTACTAGTGTATGCGTTGTTGCTGCGAGTTTGTTCATGTGACTGT  
42329 
              ||||| |||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  51816  GTGCGCTGACTGCTGTTACTAGTGTATGCGTTGTTGCTGCGAGTTTGTTCATGTGACTGT  
51757 
 
Query  42330  GTCGAAAAGGTCAGTTACTGATTTTTCATATATGTTTAGATTCATTATATTCGAGCACCA  
42389 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  51756  GTCGAAAAGGTCAGTTACTGATTTTTCATATATGTTTAGATTCATTATATTCGAGCACCA  
51697 
 
Query  42390  CTTGTAATATACGTATTTCATAATTGCCTTTCTTACACATATAGCATATTTGCATTTCGT  
42449 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  51696  CTTGTAATATACGTATTTCATAATTGCCTTTCTTACACATATAGCATATTTGCATTTCGT  
51637 
 
Query  42450  CTGATAATTAATATTGCATATGGCTGCTGTAACATGCCTTAATGTTCTATGTTCGTTGTT  
42509 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  51636  CTGATAATTAATATTGCATATGGCTGCTGTAACATGCCTTAATGTTCTATGTTCGTTGTT  
51577 
 
Query  42510  AGATTCTTGACAATTACCGAACCATTCAATAGCTTCATTCTATATTCACTTATCTCATAC  
42569 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  51576  AGATTCTTGACAATTACCGAACCATTCAATAGCTTCATTCTATATTCACTTATCTCATAC  
51517 
 
Query  42570  GTGTACTTCATATGTTGTTTTATGGTGTGTATATTGCAATTGATGTCTGAGGTCAACATT  
42629 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  51516  GTGTACTTCATATGTTGTTTTATGGTGTGTATATTGCAATTGATGTCTGAGGTCAACATT  
51457 
 
Query  42630  TATAACATTGCAAAGTGTGCTTCAAACATTTGTAACATCTCGTCtttttttaaataaatt  
42689 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
656 
 
Sbjct  51456  TATAACATTGCAAAGTGTGCTTCAAACATTTGTAACATCTCGTCTTTTTTTAAATAAATT  
51397 
 
Query  42690  aaaaagcattttatttaaaaataaatagagtttttgaaaaataataagatttttataatt  
42749 
               ||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  51396  TAAAAGCATTTTATTTAAAAATAAATAGAGTTTTTGAAAAATAATAAGATTTTTATAATT  
51337 
 
Query  42750  aaataaattaggaaaaataattttattaattaaaataatagtttgaaggaaaataaaaaa  
42809 
              ||||||||||| |||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  51336  AAATAAATTAGAAAAAATAATTTTATTAATTAAAATAATAGTTTGAAGGAAAATAAAAAA  
51277 
 
Query  42810  gaatattttatttattCATTTGATAGGGAGtaaaaatagaattttttttataaaataata  
42869 
              |||||||||||||||||||||||||||||||||||||||||||||||| ||||||||||| 
Sbjct  51276  GAATATTTTATTTATTCATTTGATAGGGAGTAAAAATAGAATTTTTTTAATAAAATAATA  
51217 
 
Query  42870  aaataaagaaaagatagagtaaataataaattgagagtatcatatctataaatagaCATA  
42929 
              ||||||||||||| |||||||||||||||||| |||||| |||||||||||||||||||| 
Sbjct  51216  AAATAAAGAAAAGCTAGAGTAAATAATAAATTAAGAGTACCATATCTATAAATAGACATA  
51157 
 
Query  42930  TTAGATTAGATTTTACACACAATATAtttctactgtttcttcctttcaaattcgttcttt  
42989 
              |||||| |||||||||||| |||||||||||||||| ||||||||||||||||||||||| 
Sbjct  51156  TTAGATCAGATTTTACACATAATATATTTCTACTGTCTCTTCCTTTCAAATTCGTTCTTT  
51097 
 
Query  42990  tttctctttcaaaatcttttcttttttcCCACATATACTCAAACCTATCAGGTAAAACTA  
43049 
              |||||||| |||||||||||||||||| |||||||||||||||||||||||||||||||| 
Sbjct  51096  TTTCTCTTCCAAAATCTTTTCTTTTTTTCCACATATACTCAAACCTATCAGGTAAAACTA  
51037 
 
Query  43050  CAATCCTATACTCGTTAATCATGGAATTATCATGAAATTTGAACACCAAGTTTCGAACTC  
43109 
              | |||||||||||||||||||| ||||||||||||||||||||||||||||| | ||||| 
Sbjct  51036  CGATCCTATACTCGTTAATCATTGAATTATCATGAAATTTGAACACCAAGTTCCAAACTC  
50977 
 
Query  43110  ATTTTCTCACATTCCCATCGTTGGAATTTTTAAATA----CTGTGGTGAGAACAATGTCC  
43165 
              ||||||||||||||||||||||||||||||||||||    |||||||||||||||||||| 
Sbjct  50976  ATTTTCTCACATTCCCATCGTTGGAATTTTTAAATAATGTCTGTGGTGAGAACAATGTCC  
50917 
 
Query  43166  CTCACAAGATGCTCTTCCTGCATACATCCAAACTTGTCCCATTAAAACTATGATCTCGGA  
43225 
              ||||||||||||||||||||||||||||||||||||| |||||||||||||||||||||| 
Sbjct  50916  CTCACAAGATGCTCTTCCTGCATACATCCAAACTTGTTCCATTAAAACTATGATCTCGGA  
50857 
 
657 
 
Query  43226  TTCATTAACCATTGAATCATTGTGAAATTTAAAAATCAGGTTTGAAACTCATTTTCTCAC  
43285 
               ||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  50856  CTCATTAACCATTGAATCATTGTGAAATTTAAAAATCAGGTTTGAAACTCATTTTCTCAC  
50797 
 
Query  43286  AATCCCACTGTTAGGATTTGTGAAACAATGTCTTCAGTTAGAGAAATGTCCCTCGCACGG  
43345 
              ||||||||| ||||||||||||||||||||||||||||||| |||||||||||||||||| 
Sbjct  50796  AATCCCACTATTAGGATTTGTGAAACAATGTCTTCAGTTAGTGAAATGTCCCTCGCACGG  
50737 
 
Query  43346  AGACGGAGACAGTGAAATATGGGTTATAATCATTTCTCTTTTTCTCTAACGTTTGAAAAT  
43405 
              |||||||||||||||||||| |||||||||| ||||||||||||||||| ||| |||||| 
Sbjct  50736  AGACGGAGACAGTGAAATATAGGTTATAATCCTTTCTCTTTTTCTCTAATGTTAGAAAAT  
50677 
 
Query  43406  CCTAGGAAAATTTTGAAGAATCTTAGGAAACCGCTAGAAACGTCGCTATCGTTGTCGGAC  
43465 
              | |||||||||||||||||||||||||||| ||||||||||||| ||||||||||| ||| 
Sbjct  50676  CTTAGGAAAATTTTGAAGAATCTTAGGAAATCGCTAGAAACGTCACTATCGTTGTCAGAC  
50617 
 
Query  43466  TACACATGTGAGCCTGCTTAGAGGTAAGAGATGAGTTTATCGCAATTGAGGTTAGAATAA  
43525 
              ||||||||||||||| |||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  50616  TACACATGTGAGCCTACTTAGAGGTAAGAGATGAGTTTATCGCAATTGAGGTTAGAATAA  
50557 
 
Query  43526  ACATGTGTAGGGATCTTTAGAAGATTAAATTTGAGTTTATTTTTGGATGTTTATTGAATT  
43585 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  50556  ACATGTGTAGGGATCTTTAGAAGATTAAATTTGAGTTTATTTTTGGATGTTTATTGAATT  
50497 
 
Query  43586  ACAATTCATCCTTTATGATTATAATTATGATATTGTTGTGTTTGACGAACCAATTGATGT  
43645 
              |||||||||||||||||||||||||||||||||||||||||||||||  ||||||||||| 
Sbjct  50496  ACAATTCATCCTTTATGATTATAATTATGATATTGTTGTGTTTGACGGGCCAATTGATGT  
50437 
 
Query  43646  CCTGATGTGAattgattgataaaattgagtgctatttgtttttgtattttttgcttatga  
43705 
              ||||| ||||||||||||||||||||||||||||||||||||||| ||||||||       
Sbjct  50436  CCTGAAGTGAATTGATTGATAAAATTGAGTGCTATTTGTTTTTGTGTTTTTTGC------  
50383 
 
Query  43706  ttttgattcctttgattttgttatgattatgtgaaattgtttgaAGGGTTTTACTCCCCA  
43765 
                       ||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  50382  ---------CTTTGATTTTGTTATGATTATGTGAAATTGTTTGAAGGGTTTTACTCCCCA  
50332 
 
Query  43766  TGTGAGAAACATTTTTGTATAATTCGTTTGTGTTTTGGACAAAATTTATTATATTAGTGT  
43825 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
658 
 
Sbjct  50331  TGTGAGAAACATTTTTGTATAATTCGTTTGTGTTTTGGACAAAATTTATTATATTAGTGT  
50272 
 
Query  43826  GATAAATTGTTATATTGAGATTATAACAATGTGACTGAGATTGAGCGTATGTGATAAATT  
43885 
              |||||||||||||||||||||||||||         |||||||||||||||||||||||| 
Sbjct  50271  GATAAATTGTTATATTGAGATTATAAC---------GAGATTGAGCGTATGTGATAAATT  
50221 
 
Query  43886  GAGTGCGTGTTGAATTGTAAGATACATGTGTATTGAAATATTGTGTGCATTGAGTTGTGA  
43945 
              |||||||||||||||| ||| ||||||||||||||||||||||||||||| ||||| ||| 
Sbjct  50220  GAGTGCGTGTTGAATTATAAAATACATGTGTATTGAAATATTGTGTGCATGGAGTTTTGA  
50161 
 
Query  43946  GCTATGTACCGTACCACCACACGACTATAAGACCCTTTCAGAACGATGAGTTAATGTGCG  
44005 
              | |||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  50160  GTTATGTACCGTACCACCACACGACTATAAGACCCTTTCAGAACGATGAGTTAATGTGCG  
50101 
 
Query  44006  ACGAGTATTGTGATGAGAACCATTGTGGGAACTCGACGAGTTTAATCACTTTGAGGCGCG  
44065 
              |||||||||||||||||||||||||||| ||||||||||||||||||||||||||||||| 
Sbjct  50100  ACGAGTATTGTGATGAGAACCATTGTGGAAACTCGACGAGTTTAATCACTTTGAGGCGCG  
50041 
 
Query  44066  ATGAGATAAAATTATTTTGAGAACAATTGAGGAGTCGGGTGTTTTGTACAGTTCATAAAT  
44125 
              ||||||||||||||||||||||||||||||||||||| |||||||||||||||||||||| 
Sbjct  50040  ATGAGATAAAATTATTTTGAGAACAATTGAGGAGTCGAGTGTTTTGTACAGTTCATAAAT  
49981 
 
Query  44126  AGAGTATAGGTGCTAAAATATTTTCTAGGTTGGACCTGAATCAAGAGGGAGAGGTCCTAA  
44185 
              ||||| | |||||||||||||||||||||||| ||||||||||||||||||||||||||| 
Sbjct  49980  AGAGTCTGGGTGCTAAAATATTTTCTAGGTTGAACCTGAATCAAGAGGGAGAGGTCCTAA  
49921 
 
Query  44186  CGGACTCTTTAGAGTGTAGGCCTTAGGGGTAAATATACTCGGTTTGAATGTTCCTTGAAA  
44245 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  49920  CGGACTCTTTAGAGTGTAGGCCTTAGGGGTAAATATACTCGGTTTGAATGTTCCTTGAAA  
49861 
 
Query  44246  CCTATGTTGATTTCGTATGATTGAAGTGTTCTCGCAAAACAGAGTGACCCTAACTAATCT  
44305 
              ||||||||||||||||||||||||||||||||||||||| |||||||||||||||||||| 
Sbjct  49860  CCTATGTTGATTTCGTATGATTGAAGTGTTCTCGCAAAATAGAGTGACCCTAACTAATCT  
49801 
 
Query  44306  CCTTATGATTTTATCTAGTGAGAGTGACCTGACTTACCAGTGTGTGGTTTATCTTGTCAT  
44365 
              ||||||||||||||||| |||||||||||||||||||||||||||||||||||||||||| 
Sbjct  49800  CCTTATGATTTTATCTAATGAGAGTGACCTGACTTACCAGTGTGTGGTTTATCTTGTCAT  
49741 
 
659 
 
Query  44366  ATACTTCTAGGCGCCCGATGAGATTTTTCACTGACATGATACCACATTACATATAGGATT  
44425 
              ||||||||||||||| |||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  49740  ATACTTCTAGGCGCCTGATGAGATTTTTCACTGACATGATACCACATTACATATAGGATT  
49681 
 
Query  44426  AAGTCTTAGTATATTTGTTGCATAACGCTTGTGCATTGATCGATATTGATTGGTTGAGTG  
44485 
              ||||||||||||||||||||||||||||||||| |||| ||||||||||||||||||||| 
Sbjct  49680  AAGTCTTAGTATATTTGTTGCATAACGCTTGTGTATTGGTCGATATTGATTGGTTGAGTG  
49621 
 
Query  44486  ATATTGTGTTTCGATCCTTGAGTACGTAAATAATGTGAAAATGTGTGAGATGTGTAGTGT  
44545 
              |||||||||||||||||||||| ||||||||||||||||||||||||||||||||||||| 
Sbjct  49620  ATATTGTGTTTCGATCCTTGAGCACGTAAATAATGTGAAAATGTGTGAGATGTGTAGTGT  
49561 
 
Query  44546  TGAGATGTGATGTTACACGATAAGTGATGGAATGATGTGAGCTATGTTTAAGTAAGCTAT  
44605 
              ||||||||||||||||||||||||||||||||||||||||||||||||||||| || ||| 
Sbjct  49560  TGAGATGTGATGTTACACGATAAGTGATGGAATGATGTGAGCTATGTTTAAGTGAGTTAT  
49501 
 
Query  44606  ATTTCATTTATATAATATGTATATCTACATATTGTCTCGTTTCTCTCTATTAGTTGGGAA  
44665 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  49500  ATTTCATTTATATAATATGTATATCTACATATTGTCTCGTTTCTCTCTATTAGTTGGGAA  
49441 
 
Query  44666  TGTGATAACTCATTCCCTGTGTGCTGTTTGTGTTTGGATCTTGTGATGATCTCGAACCTT  
44725 
              |||||||||||||||| ||| ||||||||||||||||||||||||||||||||||||||| 
Sbjct  49440  TGTGATAACTCATTCCTTGTATGCTGTTTGTGTTTGGATCTTGTGATGATCTCGAACCTT  
49381 
 
Query  44726  GTGTTCGTGGGAGCAAACGACTAGATGGATTGCTTTAAGAAATCTTATGTTGGAGGATGT  
44785 
              ||||| |||| |||||| |||||||||||||||||||||||||||||||||||||||||| 
Sbjct  49380  GTGTTTGTGGAAGCAAATGACTAGATGGATTGCTTTAAGAAATCTTATGTTGGAGGATGT  
49321 
 
Query  44786  CGGAACAAAATGATCTAATAGAATGTGACATTGAGACATAAGTTTCTGGTTTAATTGCAT  
44845 
              ||||| |||||||||| ||||||| ||||||||||||||||||||||||||||||||||| 
Sbjct  49320  CGGAATAAAATGATCTGATAGAATATGACATTGAGACATAAGTTTCTGGTTTAATTGCAT  
49261 
 
Query  44846  GATGTTGAGCCGAAAATGTTTCTCACAAATTTTATTTGGTAATAGTAAAGTGAATGTGAA  
44905 
              ||||||||||||||||||||||| |||||||||||||| ||||||||||||||||||||| 
Sbjct  49260  GATGTTGAGCCGAAAATGTTTCTGACAAATTTTATTTGATAATAGTAAAGTGAATGTGAA  
49201 
 
Query  44906  TACTTTACCCACGTGAACTCttatatgtttaaaataaaatctcattttatataattctat  
44965 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
660 
 
Sbjct  49200  TACTTTACCCACGTGAACTCTTATATGTTTAAAATAAAATCTCATTTTATATAATTCTAT  
49141 
 
Query  44966  attttcatatattttattatttaaatatgtatatCGAGGTAGAATGTGTAAGAGGATTTA  
45025 
              ||||| |||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  49140  ATTTTTATATATTTTATTATTTAAATATGTATATCGAGGTAGAATGTGTAAGAGGATTTA  
49081 
 
Query  45026  TACCTTATGGTTGCATTATGTGCATTACAAAAACATTTCACCCaaaaaaaaaaagaagaa  
45085 
              |||||||||||||||||||||||||||| ||||||||||||||||||||||||    ||| 
Sbjct  49080  TACCTTATGGTTGCATTATGTGCATTACCAAAACATTTCACCCAAAAAAAAAA----GAA  
49025 
 
Query  45086  gaaaaaaTCAAATTCCATCCAGCATAATGGAACAAAGAAAGATTGGAGATGACAAGAAAC  
45145 
              ||||||||||||||||||| |||||||||||||||||||||||||||||||||||||||| 
Sbjct  49024  GAAAAAATCAAATTCCATCTAGCATAATGGAACAAAGAAAGATTGGAGATGACAAGAAAC  
48965 
 
Query  45146  GGATAATTAATACAATCATAGATCTTTCCTTTAGTGCACTTAATCTGCAAGCAGTAGTGT  
45205 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  48964  GGATAATTAATACAATCATAGATCTTTCCTTTAGTGCACTTAATCTGCAAGCAGTAGTGT  
48905 
 
Query  45206  GATATTCACTATTCAGTGTTAATTACTCACTGCCACAGGATAATAAATCTTCCTTCAGAG  
45265 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  48904  GATATTCACTATTCAGTGTTAATTACTCACTGCCACAGGATAATAAATCTTCCTTCAGAG  
48845 
 
Query  45266  TATTAGTTATTAGAGGGCCTTTTGGAAATTTTCATATAATTTCAAATTCAAAAGTTCCCA  
45325 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  48844  TATTAGTTATTAGAGGGCCTTTTGGAAATTTTCATATAATTTCAAATTCAAAAGTTCCCA  
48785 
 
Query  45326  TCAAGTTTAATGGACAACATAAGGATTATGTGAAAAGGCGTGATTCATGAACAACCTTAA  
45385 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  48784  TCAAGTTTAATGGACAACATAAGGATTATGTGAAAAGGCGTGATTCATGAACAACCTTAA  
48725 
 
Query  45386  AGATGTTTGCATGAAGATGTAATCAAGAGTCAGACCTACAACGATAATACTTAGAGCAGC  
45445 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  48724  AGATGTTTGCATGAAGATGTAATCAAGAGTCAGACCTACAACGATAATACTTAGAGCAGC  
48665 
 
Query  45446  CTCTACTTTGAGGATTTGAGGGGGGAGGAAGACACCCTCCAGTTTTACTATAAGCTTCAC  
45505 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  48664  CTCTACTTTGAGGATTTGAGGGGGGAGGAAGACACCCTCCAGTTTTACTATAAGCTTCAC  
48605 
 
661 
 
Query  45506  CAGAGCCACCACCATTACAAACTGGTTTGTCTCTCTGTAAAGCTCCATTGGAAATGTATG  
45565 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  48604  CAGAGCCACCACCATTACAAACTGGTTTGTCTCTCTGTAAAGCTCCATTGGAAATGTATG  
48545 
 
Query  45566  ATCTCTTCTGCTCCAGAAACCTTCGGCTTATTTCAGACTCCATCAACAGCTCATCTTCTC  
45625 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||  
Sbjct  48544  ATCTCTTCTGCTCCAGAAACCTTCGGCTTATTTCAGACTCCATCAACAGCTCATCTTCTT  
48485 
 
Query  45626  GATTGCATTCAGCTATGGAACCATTGCATGTGCTTGCATGACTTTTCAATGAGAGCACGG  
45685 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  48484  GATTGCATTCAGCTATGGAACCATTGCATGTGCTTGCATGACTTTTCAATGAGAGCACGG  
48425 
 
Query  45686  TGCAGCTGGTGAAATGCATAGAGCTGAAGAGCATGAAGTAGCAGAAACAAACAAGTCTAA  
45745 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  48424  TGCAGCTGGTGAAATGCATAGAGCTGAAGAGCATGAAGTAGCAGAAACAAACAAGTCTAA  
48365 
 
Query  45746  TGGTGGATGATTTTGAGGCCATTCTTCTGTTCTGTGTCTTGGATTGGATGTACCCTTCCT  
45805 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  48364  TGGTGGATGATTTTGAGGCCATTCTTCTGTTCTGTGTCTTGGATTGGATGTACCCTTCCT  
48305 
 
Query  45806  TCCACTCTCCACTAAGAAGCACTATATAGAGAATATTATAATATATGACACCACCTTTTT  
45865 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  48304  TCCACTCTCCACTAAGAAGCACTATATAGAGAATATTATAATATATGACACCACCTTTTT  
48245 
 
Query  45866  GAAAAGGTGCAAGTTGCATTAGTGATAAGCTGATAGAGCGCACTTCACCAAACCTTTTGG  
45925 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  48244  GAAAAGGTGCAAGTTGCATTAGTGATAAGCTGATAGAGCGCACTTCACCAAACCTTTTGG  
48185 
 
Query  45926  ACAACAAGGAAATTATGTTATTTTCCATGTGCTACAGATGAttttttttCTCTTTTCTGT  
45985 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  48184  ACAACAAGGAAATTATGTTATTTTCCATGTGCTACAGATGATTTTTTTTCTCTTTTCTGT  
48125 
 
Query  45986  GAAGACTTCTGATTTACTCTGCTAATAAGCGATTGCATATGTATGAGATAACTGAGATTA  
46045 
              ||||||| |||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  48124  GAAGACTACTGATTTACTCTGCTAATAAGCGATTGCATATGTATGAGATAACTGAGATTA  
48065 
 
Query  46046  GGTTGCTCTTGGAAGATAAAATTCTAATATGTCTCAAGTATATTGTATACTATAAATATA  
46105 
              ||||||||||||||||||||||||||||||||| |||||||||||||||||||||||||| 
662 
 
Sbjct  48064  GGTTGCTCTTGGAAGATAAAATTCTAATATGTCCCAAGTATATTGTATACTATAAATATA  
48005 
 
Query  46106  GAGTAATTAAAAATTCCATACCAAATAAGACTTTTTTGTTAGTACCCCATATTGAAAAAA  
46165 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  48004  GAGTAATTAAAAATTCCATACCAAATAAGACTTTTTTGTTAGTACCCCATATTGAAAAAA  
47945 
 
Query  46166  TATGTATAGAAAACATGTGGTTGGTTGTGGCATCTGAATATGATGATAtttttttGGTTC  
46225 
              ||||||||||||||||||||||||||||||| |||||||||||||||| ||||||||||| 
Sbjct  47944  TATGTATAGAAAACATGTGGTTGGTTGTGGCTTCTGAATATGATGATAATTTTTTGGTTC  
47885 
 
Query  46226  TTAGTTTTGTCCCTCCTTTGGTAAAATCTAAGTTCATAAAAATTTGTGCAAAATGATGGG  
46285 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  47884  TTAGTTTTGTCCCTCCTTTGGTAAAATCTAAGTTCATAAAAATTTGTGCAAAATGATGGG  
47825 
 
Query  46286  AGTAAATAGTTACTTAACTGTTTTAGCTAAGTTTCTTATTTGAAGCCCTTACCCTTAACA  
46345 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  47824  AGTAAATAGTTACTTAACTGTTTTAGCTAAGTTTCTTATTTGAAGCCCTTACCCTTAACA  
47765 
 
Query  46346  CACATTTAAGTATACATGAAAACAAATGTGGCGTTGGGTGAATAGGATTATAGGAAGGGT  
46405 
              |||||||||||||||| ||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  47764  CACATTTAAGTATACAAGAAAACAAATGTGGCGTTGGGTGAATAGGATTATAGGAAGGGT  
47705 
 
Query  46406  ATTATCATGGCAAAAGAAAAAGGAGAGAACAGAGGCAAAGGTGTGTGTGTTGATATAATC  
46465 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  47704  ATTATCATGGCAAAAGAAAAAGGAGAGAACAGAGGCAAAGGTGTGTGTGTTGATATAATC  
47645 
 
Query  46466  ATACATCTAAAATATTTGGTACATATTCCTCGAAGTTGCCCCACCTAAACTCTCAGTCTT  
46525 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  47644  ATACATCTAAAATATTTGGTACATATTCCTCGAAGTTGCCCCACCTAAACTCTCAGTCTT  
47585 
 
Query  46526  CTATCAGACAATGGACCTCAACATACAGTTGTGGTGGGATCCCTATGGATTTCGGGATTT  
46585 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  47584  CTATCAGACAATGGACCTCAACATACAGTTGTGGTGGGATCCCTATGGATTTCGGGATTT  
47525 
 
Query  46586  ACTTTGACTCTAATAAAACGAAGACATGACTTTGAGTTCCTTTCACACCAATATCAAATT  
46645 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  47524  ACTTTGACTCTAATAAAACGAAGACATGACTTTGAGTTCCTTTCACACCAATATCAAATT  
47465 
 
663 
 
Query  46646  ATTGCACTCATGGAAATTGTAAAGCCAAGGATGGTTCCAAGCATTTACTTAATTTCTTCC  
46705 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  47464  ATTGCACTCATGGAAATTGTAAAGCCAAGGATGGTTCCAAGCATTTACTTAATTTCTTCC  
47405 
 
Query  46706  TCCATTATTTTAGTTTAATTACACAAAGTGGCACACACTGCAAAGGTTTGAATTTTCACA  
46765 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  47404  TCCATTATTTTAGTTTAATTACACAAAGTGGCACACACTGCAAAGGTTTGAATTTTCACA  
47345 
 
Query  46766  CCTTGCATAGCATTCTTGGAAGCATTTCTCATCAATAATATGAACTAGTTTGCTTCAACC  
46825 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  47344  CCTTGCATAGCATTCTTGGAAGCATTTCTCATCAATAATATGAACTAGTTTGCTTCAACC  
47285 
 
Query  46826  TGATACTGTGTTTGGATAAGTACTACTATTTTACATCGAGACAAATGCAGGCTTCAATAG  
46885 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  47284  TGATACTGTGTTTGGATAAGTACTACTATTTTACATCGAGACAAATGCAGGCTTCAATAG  
47225 
 
Query  46886  TAGCAAACAATTTGGACTTGGCAATAATTTATTTTCATATATTTAACATGATAAAAACAA  
46945 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  47224  TAGCAAACAATTTGGACTTGGCAATAATTTATTTTCATATATTTAACATGATAAAAACAA  
47165 
 
Query  46946  AATAGGGTAGTGAAGttttttttttttt---GCACGTAGGACACAACAAtttttttt-AT  
47001 
              ||||||||||||||||||||||||||||   ||||||||||||||| |||||||||| || 
Sbjct  47164  AATAGGGTAGTGAAGTTTTTTTTTTTTTTTTGCACGTAGGACACAATAATTTTTTTTTAT  
47105 
 
Query  47002  GGACACAGTTTGTATTCATTTAGGAGGTTCAAATGATCAGAGGGTTTTTGTAAAGTGGGA  
47061 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  47104  GGACACAGTTTGTATTCATTTAGGAGGTTCAAATGATCAGAGGGTTTTTGTAAAGTGGGA  
47045 
 
Query  47062  CAAAGGGGTTTGATGTTGGATTCACTACACTTCATAAAATAGATGTAGACTGTCGAGTCC  
47121 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  47044  CAAAGGGGTTTGATGTTGGATTCACTACACTTCATAAAATAGATGTAGACTGTCGAGTCC  
46985 
 
Query  47122  ACAAAATAAATATTTTGAATATATTAAAAAATTGCTCCATGCCACACATTTGTGGGACAA  
47181 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  46984  ACAAAATAAATATTTTGAATATATTAAAAAATTGCTCCATGCCACACATTTGTGGGACAA  
46925 
 
Query  47182  CAAAAGTAGCTACATGCTATAACAATTTTTCTTAGCTTCAAAGAAAGATATTGATCTTCA  
47241 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
664 
 
Sbjct  46924  CAAAAGTAGCTACATGCTATAACAATTTTTCTTAGCTTCAAAGAAAGATATTGATCTTCA  
46865 
 
Query  47242  TGTCATTATACAGTTTATTATGGTGCCTGTATTATTATCTTGTGTTTACAAAGCAGAAGC  
47301 
              ||||||||||||||||||||| |||||||||||||||||||||||||||||||||||||| 
Sbjct  46864  TGTCATTATACAGTTTATTATTGTGCCTGTATTATTATCTTGTGTTTACAAAGCAGAAGC  
46805 
 
Query  47302  CAAAACAACACACATGGCCAGGAAAACACTCATCAATTCATCATAGACGACTGCATAAAT  
47361 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  46804  CAAAACAACACACATGGCCAGGAAAACACTCATCAATTCATCATAGACGACTGCATAAAT  
46745 
 
Query  47362  ATAAAAGATGAAAAATAGGTATATGATTTCCTTATTCTTCCCATTGAACGAACTGAAGAC  
47421 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  46744  ATAAAAGATGAAAAATAGGTATATGATTTCCTTATTCTTCCCATTGAACGAACTGAAGAC  
46685 
 
Query  47422  TTCATTTTCTGCATTTGCATATCCTGGAGCATCCTCTGTTGTAAGGATTTGATGCTGGCG  
47481 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  46684  TTCATTTTCTGCATTTGCATATCCTGGAGCATCCTCTGTTGTAAGGATTTGATGCTGGCG  
46625 
 
Query  47482  GTAGGCAGTTTTTGCTACATGGTGCTATGTTGCGCTTGGTAACTTCCATAATAATGTACT  
47541 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  46624  GTAGGCAGTTTTTGCTACATGGTGCTATGTTGCGCTTGGTAACTTCCATAATAATGTACT  
46565 
 
Query  47542  TGTTTGCCTTTTTAGCATGATTTTGAGATTTTTGAGACTCCATTTCCACCCTTCACAAAA  
47601 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  46564  TGTTTGCCTTTTTAGCATGATTTTGAGATTTTTGAGACTCCATTTCCACCCTTCACAAAA  
46505 
 
Query  47602  GCTTACTGCTTCATTCCTTACAAATCATTGCATTTTCTGGTACTGGTTTTGGGGTTAAGT  
47661 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  46504  GCTTACTGCTTCATTCCTTACAAATCATTGCATTTTCTGGTACTGGTTTTGGGGTTAAGT  
46445 
 
Query  47662  CTGTCCATTTATAGTGCTAATACTTGAAAAATGAGAAATGAGAACCATTGGAGGTGGCCA  
47721 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  46444  CTGTCCATTTATAGTGCTAATACTTGAAAAATGAGAAATGAGAACCATTGGAGGTGGCCA  
46385 
 
Query  47722  CGGAATAAGGCATAAGGAATAGGTTCACCTCCAACTACTTAATTTTGCACACAACTTTTC  
47781 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  46384  CGGAATAAGGCATAAGGAATAGGTTCACCTCCAACTACTTAATTTTGCACACAACTTTTC  
46325 
 
665 
 
Query  47782  TCTAGAAACTAGAAAGTTGATTCTATCATAATGTTGTTCAATCTCATTTATTTTTTCTTT  
47841 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  46324  TCTAGAAACTAGAAAGTTGATTCTATCATAATGTTGTTCAATCTCATTTATTTTTTCTTT  
46265 
 
Query  47842  AGTTTTAAGTAATGGTATTGTTGAAATAACTGTTATAATCTCATAGATAATTCCACTAAT  
47901 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  46264  AGTTTTAAGTAATGGTATTGTTGAAATAACTGTTATAATCTCATAGATAATTCCACTAAT  
46205 
 
Query  47902  TACCAAACAGAGGTTATTTACAAAAGTCCATCCAAATGAGCCACAGTCATTTTCAAAATA  
47961 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  46204  TACCAAACAGAGGTTATTTACAAAAGTCCATCCAAATGAGCCACAGTCATTTTCAAAATA  
46145 
 
Query  47962  GTTGGAGTCCTAATTAGAATGAATTATTAGTCTTCAACACCACATGAATGACCAAGGTGC  
48021 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  46144  GTTGGAGTCCTAATTAGAATGAATTATTAGTCTTCAACACCACATGAATGACCAAGGTGC  
46085 
 
Query  48022  CCTACAAGTTACCATCTGACAATCACAATTCACAAACCAAACGTTCATATACCAAAAATC  
48081 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  46084  CCTACAAGTTACCATCTGACAATCACAATTCACAAACCAAACGTTCATATACCAAAAATC  
46025 
 
Query  48082  ACATATATAAGATTCCCCCCGCCCCTTATAACTTAACAACGAGAATATTCACTGCATAAG  
48141 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  46024  ACATATATAAGATTCCCCCCGCCCCTTATAACTTAACAACGAGAATATTCACTGCATAAG  
45965 
 
Query  48142  TTCTGAATTTATGATTAAAATTATTTGTGCATTGATTTGTTAAGAAGTACATCATATTGA  
48201 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  45964  TTCTGAATTTATGATTAAAATTATTTGTGCATTGATTTGTTAAGAAGTACATCATATTGA  
45905 
 
Query  48202  AATGATTTGGTTGGGTTGTGATTTCAAATGCATTCAAATGGGAACAAGCAACGTAGAAGG  
48261 
              ||||||||||||||||||||||||||||| |||||||||||||||||||||||||||||| 
Sbjct  45904  AATGATTTGGTTGGGTTGTGATTTCAAATACATTCAAATGGGAACAAGCAACGTAGAAGG  
45845 
 
Query  48262  TGCAGCACATTCATGATGTGAATGAAAATCATAGAATCCCAAGTAAGGCCATTAATCTAG  
48321 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  45844  TGCAGCACATTCATGATGTGAATGAAAATCATAGAATCCCAAGTAAGGCCATTAATCTAG  
45785 
 
Query  48322  AATGTTACTCCAATAGAGATTTACTCAATCAGAAGACCCAAATTTTGTAGGTGAGCAAGA  
48381 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
666 
 
Sbjct  45784  AATGTTACTCCAATAGAGATTTACTCAATCAGAAGACCCAAATTTTGTAGGTGAGCAAGA  
45725 
 
Query  48382  TTTATTTCACAGAGAACACTGTTTAGGATGATGTAAATGAGAAAGTACGGAAAACTACAT  
48441 
              ||||||||| |||||||||||||||||||||||||||||||||||||| ||||||||||| 
Sbjct  45724  TTTATTTCATAGAGAACACTGTTTAGGATGATGTAAATGAGAAAGTACTGAAAACTACAT  
45665 
 
Query  48442  GACAATATAACTTTATTACAATGCAACCATCATACATATGCAACTATTATTTATTTATAA  
48501 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  45664  GACAATATAACTTTATTACAATGCAACCATCATACATATGCAACTATTATTTATTTATAA  
45605 
 
Query  48502  CATTAGCCCACCTCGATTCATTCTAGGACTAAGGATTTTATTCACATGGATATTGCTTGT  
48561 
              ||||||||| |||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  45604  CATTAGCCCTCCTCGATTCATTCTAGGACTAAGGATTTTATTCACATGGATATTGCTTGT  
45545 
 
Query  48562  AGCCTGGCCTCAAGTAGCATAGCTATTAAATCCATATATCTGAAGTGCAGTCACCACCAG  
48621 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  45544  AGCCTGGCCTCAAGTAGCATAGCTATTAAATCCATATATCTGAAGTGCAGTCACCACCAG  
45485 
 
Query  48622  GATATCTCATCTCATGGGCAAGGCAGGGACCCCCAGGCTCAGCTCCAAAGTCAACAAAGA  
48681 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  45484  GATATCTCATCTCATGGGCAAGGCAGGGACCCCCAGGCTCAGCTCCAAAGTCAACAAAGA  
45425 
 
Query  48682  AATTAGGGTTAATTTTCAGACCACCATTTTCAGTATCAACATCAATCTGTAACATGTGGG  
48741 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  45424  AATTAGGGTTAATTTTCAGACCACCATTTTCAGTATCAACATCAATCTGTAACATGTGGG  
45365 
 
Query  48742  ATCCTTTCTCTACAAGCTCTGGATAAAATTGTTTATCCCATGCACTGAAGAGTGAGTTTG  
48801 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  45364  ATCCTTTCTCTACAAGCTCTGGATAAAATTGTTTATCCCATGCACTGAAGAGTGAGTTTG  
45305 
 
Query  48802  TAACATATACCCGCTTACCATCCAGACTCAACTGAATCATCTGAGGGCCAGCTCTCAACT  
48861 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  45304  TAACATATACCCGCTTACCATCCAGACTCAACTGAATCATCTGAGGGCCAGCTCTCAACT  
45245 
 
Query  48862  TATTTCCCTGAAATTAAAAATTTTGATCTCTTCACCTTCAACCACTAAAGGGTCAAAATT  
48921 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  45244  TATTTCCCTGAAATTAAAAATTTTGATCTCTTCACCTTCAACCACTAAAGGGTCAAAATT  
45185 
 
667 
 
Query  48922  TAAAGTGCAATTATTTACCACGTTTAAGCATAACACAAGATAAAATACAAAAGTGACAAA  
48981 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  45184  TAAAGTGCAATTATTTACCACGTTTAAGCATAACACAAGATAAAATACAAAAGTGACAAA  
45125 
 
Query  48982  AAGTTTGAAGGCACCAATGTAATGCACAAGTCTATTATATCTAGTACATCTAAGAACCAA  
49041 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  45124  AAGTTTGAAGGCACCAATGTAATGCACAAGTCTATTATATCTAGTACATCTAAGAACCAA  
45065 
 
Query  49042  TCAACTCCAAACATGGGAGAAATCAACAAGCATGACACTAGAATCACTAATTTCAAAAGT  
49101 
              ||||||||||||||| |||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  45064  TCAACTCCAAACATGTGAGAAATCAACAAGCATGACACTAGAATCACTAATTTCAAAAGT  
45005 
 
Query  49102  TAAACTGCACAAACCTGGATGTCTGGAACATCAGATTGCCAAGTATTACCATCTTCGGTT  
49161 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  45004  TAAACTGCACAAACCTGGATGTCTGGAACATCAGATTGCCAAGTATTACCATCTTCGGTT  
44945 
 
Query  49162  ATTGCTACTATAGGGCTTCCTTTCTGAAGTAGTCCCCCAACCCATACTTGGCCAGTCAGT  
49221 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  44944  ATTGCTACTATAGGGCTTCCTTTCTGAAGTAGTCCCCCAACCCATACTTGGCCAGTCAGT  
44885 
 
Query  49222  ACAGGATTTTTAGGGTCCTCAATGTTATATTGTCTAATATCACCATGAAGCCAATTCACA  
49281 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  44884  ACAGGATTTTTAGGGTCCTCAATGTTATATTGTCTAATATCACCATGAAGCCAATTCACA  
44825 
 
Query  49282  AAGTACAGAAACCGATCATCAAGAGATATCAGAAAATCAGTTATAAGCCCAGGCATTTCT  
49341 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  44824  AAGTACAGAAACCGATCATCAAGAGATATCAGAAAATCAGTTATAAGCCCAGGCATTTCT  
44765 
 
Query  49342  GGAAGAATCCAGTTTTGCACTTTCAATGGTTTCACTGATATTGCAACCTGCAAAGTCAGT  
49401 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  44764  GGAAGAATCCAGTTTTGCACTTTCAATGGTTTCACTGATATTGCAACCTGCAAAGTCAGT  
44705 
 
Query  49402  CTAGTGTGTAAGTATTATTGATCATTATACCTTGGTTGAAGCTGCACAAACGCATACCAG  
49461 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  44704  CTAGTGTGTAAGTATTATTGATCATTATACCTTGGTTGAAGCTGCACAAACGCATACCAG  
44645 
 
Query  49462  ATGACAATATAAAATGAGTATGGATATCTATGAGTAGAGTAGAGTATGAAAATTATATCA  
49521 
              ||||||||| |||||||||||||||||||||||||||||||||||||||||||||||||| 
668 
 
Sbjct  44644  ATGACAATACAAAATGAGTATGGATATCTATGAGTAGAGTAGAGTATGAAAATTATATCA  
44585 
 
Query  49522  TCTCTATTATTTCATATGAGCACAGATACAATATATAGAAAAGGTGAAGAAAATTATAAA  
49581 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||| ||| 
Sbjct  44584  TCTCTATTATTTCATATGAGCACAGATACAATATATAGAAAAGGTGAAGAAAATTAAAAA  
44525 
 
Query  49582  GGAAATTCCAAGAACCAGGAATCCCAAAATTATAGGAATGAAATAAAAATAGAATAGCTG  
49641 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  44524  GGAAATTCCAAGAACCAGGAATCCCAAAATTATAGGAATGAAATAAAAATAGAATAGCTG  
44465 
 
Query  49642  AATGTAAACCTTCTGATTAATGAGATGTCATGATTCTCCTAAAATTTAGGCATTGATTTT  
49701 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  44464  AATGTAAACCTTCTGATTAATGAGATGTCATGATTCTCCTAAAATTTAGGCATTGATTTT  
44405 
 
Query  49702  TTACTATATCCTTTTTGTGTACCTCATGACTCCATGATTCATCCTCGGTCTTGAAAAACC  
49761 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  44404  TTACTATATCCTTTTTGTGTACCTCATGACTCCATGATTCATCCTCGGTCTTGAAAAACC  
44345 
 
Query  49762  GTACCATGTTACTTGACAATGCACACCCAACGAAACCTGTATCTTTAGAAGGATCATGCA  
49821 
              |||||||||||||||||||||||||||| ||||||||||||||||||||||||||||||| 
Sbjct  44344  GTACCATGTTACTTGACAATGCACACCCCACGAAACCTGTATCTTTAGAAGGATCATGCA  
44285 
 
Query  49822  GAAACCTTACCTGCATTTAGGACAAGTTGCTTACAAATTATGCCACCTTTAACATATTAC  
49881 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  44284  GAAACCTTACCTGCATTTAGGACAAGTTGCTTACAAATTATGCCACCTTTAACATATTAC  
44225 
 
Query  49882  TTCACAAGTACAGGCTAGAGAGAAAAAATGTAGCAAAGGACAAACATATTTATGATTAAA  
49941 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  44224  TTCACAAGTACAGGCTAGAGAGAAAAAATGTAGCAAAGGACAAACATATTTATGATTAAA  
44165 
 
Query  49942  TCACAAGTACATTAACATAAAGTGCTTATAATTGGAGGAAATAACTCCAGAATTATTTAT  
50001 
              ||||||||||||||||||||||||||||||||||| |||||||||||||||||||||||| 
Sbjct  44164  TCACAAGTACATTAACATAAAGTGCTTATAATTGGTGGAAATAACTCCAGAATTATTTAT  
44105 
 
Query  50002  TGAGCAATGTACCTCCAAGGGTAGAACCCCTGACTCACCAAGGTCCAATGTTTGTCTCAG  
50061 
              | |||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  44104  TAAGCAATGTACCTCCAAGGGTAGAACCCCTGACTCACCAAGGTCCAATGTTTGTCTCAG  
44045 
 
669 
 
Query  50062  TTCACCCCCAGGCCAGCTGTATACATGTAGATGCCTCCCATAAAGACCATCAGAGACATG  
50121 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  44044  TTCACCCCCAGGCCAGCTGTATACATGTAGATGCCTCCCATAAAGACCATCAGAGACATG  
43985 
 
Query  50122  CTGTAAGTTAAAACCTTTGGTGAAAGCAGCAGGAGCACCCCATGATGAGCTAATCATAGT  
50181 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  43984  CTGTAAGTTAAAACCTTTGGTGAAAGCAGCAGGAGCACCCCATGATGAGCTAATCATAGT  
43925 
 
Query  50182  CTTATGCTGTGGTTGGTACCAGAAGTCATACCCAAATGATGGACTGTGCCCAGGTTTCTC  
50241 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  43924  CTTATGCTGTGGTTGGTACCAGAAGTCATACCCAAATGATGGACTGTGCCCAGGTTTCTC  
43865 
 
Query  50242  CCACCTAACAAATGTGTGCCAAGATACAAACTAGTAACTAGAAAATAATCCACTGAAATG  
50301 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  43864  CCACCTAACAAATGTGTGCCAAGATACAAACTAGTAACTAGAAAATAATCCACTGAAATG  
43805 
 
Query  50302  GTAACTACTTCATTAGTTTCGTAGAACTTTTGTTGAATATGCTGCTATAAAACAATTATT  
50361 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  43804  GTAACTACTTCATTAGTTTCGTAGAACTTTTGTTGAATATGCTGCTATAAAACAATTATT  
43745 
 
Query  50362  TAATGATTCTACACTAAACATTTTGCAAAACTTTAGTCATTTCTAAGCATAGTGGTAAAA  
50421 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  43744  TAATGATTCTACACTAAACATTTTGCAAAACTTTAGTCATTTCTAAGCATAGTGGTAAAA  
43685 
 
Query  50422  TGTCAATCTATGATTGCACCATTTTCCATGTAGACTGTTAATTGATGTTGAAAGAGCAAT  
50481 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  43684  TGTCAATCTATGATTGCACCATTTTCCATGTAGACTGTTAATTGATGTTGAAAGAGCAAT  
43625 
 
Query  50482  TAAAACCACGTCTCACTAAATGCATGCGAAAATGAATAGAATTGGTAATTTAAGAGCATT  
50541 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  43624  TAAAACCACGTCTCACTAAATGCATGCGAAAATGAATAGAATTGGTAATTTAAGAGCATT  
43565 
 
Query  50542  TTGACATCCCAATATGCATTCTTGCATTTCTCAATCTAATCTATAAAAGGGTACCTTCCT  
50601 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  43564  TTGACATCCCAATATGCATTCTTGCATTTCTCAATCTAATCTATAAAAGGGTACCTTCCT  
43505 
 
Query  50602  TTCAAATTAAATTCATGATCAAGGAGAAGAAATCCACTTCCTGCTGCATTTCCATCTTTA  
50661 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
670 
 
Sbjct  43504  TTCAAATTAAATTCATGATCAAGGAGAAGAAATCCACTTCCTGCTGCATTTCCATCTTTA  
43445 
 
Query  50662  TCTCCAAGAAAAGAGATCATGACGTCACCAGAAGCAAGACAATGAGATGTGTGTGCATAA  
50721 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  43444  TCTCCAAGAAAAGAGATCATGACGTCACCAGAAGCAAGACAATGAGATGTGTGTGCATAA  
43385 
 
Query  50722  GCTAATCCAGTCTTACTTATGATGTCTTCTGGCTCAACAACTTTGTGCAAAGATGGAGAC  
50781 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  43384  GCTAATCCAGTCTTACTTATGATGTCTTCTGGCTCAACAACTTTGTGCAAAGATGGAGAC  
43325 
 
Query  50782  CTTGGATTTGATCTTGTGTCAACCACATAAATGCGGCCTGATCTGAAATATGGTAAATCT  
50841 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  43324  CTTGGATTTGATCTTGTGTCAACCACATAAATGCGGCCTGATCTGAAATATGGTAAATCT  
43265 
 
Query  50842  GACTTAATAAGGATTTCGTTTCAAGAAAACCGACGTCTTACACCAGTGAAGTTCTTGAAC  
50901 
              ||||||||||||||||||||||||||||||||| |||||||||||||||||||||||||| 
Sbjct  43264  GACTTAATAAGGATTTCGTTTCAAGAAAACCGATGTCTTACACCAGTGAAGTTCTTGAAC  
43205 
 
Query  50902  CTTGTCAGTGTTTGTTAtgtgtgtgtgtgCATGCGCATATGCGTGCAAGTAAAATCCAAA  
50961 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  43204  CTTGTCAGTGTTTGTTATGTGTGTGTGTGCATGCGCATATGCGTGCAAGTAAAATCCAAA  
43145 
 
Query  50962  GTGGCTGTTTAGTATCTTACACCAGTGAAGGTAGAATCAGATATCGCCGAACTGCTGATG  
51021 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  43144  GTGGCTGTTTAGTATCTTACACCAGTGAAGGTAGAATCAGATATCGCCGAACTGCTGATG  
43085 
 
Query  51022  GATCTCCATAGCAAGAGCTGCATGAATTCCACCCAAAATGGTGCAGTTCATCACCTAAAT  
51081 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  43084  GATCTCCATAGCAAGAGCTGCATGAATTCCACCCAAAATGGTGCAGTTCATCACCTAAAT  
43025 
 
Query  51082  AAGGTACAGGTAACCTATGGATAACTTTTGAATACGTTGGAGAGCTTGGATCCACATCCA  
51141 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  43024  AAGGTACAGGTAACCTATGGATAACTTTTGAATACGTTGGAGAGCTTGGATCCACATCCA  
42965 
 
Query  51142  CTGTGGCCAGAAAGTCAGGCTTATCCCTTCCTGTTCCTGCATTGAATTGAATATTCATCA  
51201 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  42964  CTGTGGCCAGAAAGTCAGGCTTATCCCTTCCTGTTCCTGCATTGAATTGAATATTCATCA  
42905 
 
671 
 
Query  51202  CCAatatatatatataAAATCACCAAAATACACGTTTTGACAGAAATTGTTTAAGCTGCA  
51261 
              ||||||||||||||||||||||||||| |||||||||||||||||||||||||||||||| 
Sbjct  42904  CCAATATATATATATAAAATCACCAAACTACACGTTTTGACAGAAATTGTTTAAGCTGCA  
42845 
 
Query  51262  CCAAGTCTTCATGCATAGCACTAGAAAGAGATAGATATTTCTACATGTCACTTGTTCCCA  
51321 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  42844  CCAAGTCTTCATGCATAGCACTAGAAAGAGATAGATATTTCTACATGTCACTTGTTCCCA  
42785 
 
Query  51322  GTATCATGTCATATAAAATGTTTGTAACAACAACTTGAGAAACCTATCTTGATCTCTCTG  
51381 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  42784  GTATCATGTCATATAAAATGTTTGTAACAACAACTTGAGAAACCTATCTTGATCTCTCTG  
42725 
 
Query  51382  CCTAATGCCTATCTATTCCTCCAATGAAGCTGAATTGGCCTTTTCAGACATATAGAGACA  
51441 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  42724  CCTAATGCCTATCTATTCCTCCAATGAAGCTGAATTGGCCTTTTCAGACATATAGAGACA  
42665 
 
Query  51442  CAACAAGTTGTTTTTGGTACCTGAGTAGATAGCAGTGACATAAAGGAGAGTCTCTTTGGG  
51501 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  42664  CAACAAGTTGTTTTTGGTACCTGAGTAGATAGCAGTGACATAAAGGAGAGTCTCTTTGGG  
42605 
 
Query  51502  ACCAGACATGGCTGCCAGGGGTGAAGGATAGCCAGGACCTGTTTTAGGACAATCATGCAT  
51561 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  42604  ACCAGACATGGCTGCCAGGGGTGAAGGATAGCCAGGACCTGTTTTAGGACAATCATGCAT  
42545 
 
Query  51562  GTTGCGTTGGTTCATCACCTTGTCACACctctccatctctctctctctctctctATGAAA  
51621 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  42544  GTTGCGTTGGTTCATCACCTTGTCACACCTCTCCATCTCTCTCTCTCTCTCTCTATGAAA  
42485 
 
Query  51622  GATCACTTAACAGATATTATGATCAAAAGAAGAAGCAGATGATGAAGAAAAATTAACTCG  
51681 
              ||||||||||||||||||||||||||||||||||||||||||||                 
Sbjct  42484  GATCACTTAACAGATATTATGATCAAAAGAAGAAGCAGATGATG----------------  
42441 
 
Query  51682  ATGAAGAGTAAGTTATAGGTTATATTACTGACTTGTAACTTGTTACAAGTCACATGAAAG  
51741 
                 ||||||||||||||||||||||||||||||||||||||||||||||||||||||||  
Sbjct  42440  ---AAGAGTAAGTTATAGGTTATATTACTGACTTGTAACTTGTTACAAGTCACATGAAAA  
42384 
 
Query  51742  TAAGAACGAAAGTTACTTCTTTGGCTTTATCAAAAGTCACAAATTACACTAACATTGTTC  
51801 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
672 
 
Sbjct  42383  TAAGAACGAAAGTTACTTCTTTGGCTTTATCAAAAGTCACAAATTACACTAACATTGTTC  
42324 
 
Query  51802  CAAAGCTTGAAAGTAAAACCCAAGTTTTGAATATGACCCTGCTATTTGGACaaaaataaa  
51861 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  42323  CAAAGCTTGAAAGTAAAACCCAAGTTTTGAATATGACCCTGCTATTTGGACAAAAATAAA  
42264 
 
Query  51862  taaacatataaaaataaaaaGAATGACCGGGACTGTAACATTTTCCAATTCAACAAGCCA  
51921 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  42263  TAAACATATAAAAATAAAAAGAATGACCGGGACTGTAACATTTTCCAATTCAACAAGCCA  
42204 
 
Query  51922  AAACAAAATTATTCCTTCTAACCTTTCAGGAACATTAAAAGATTTTTTGTTTCCTAGTTC  
51981 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  42203  AAACAAAATTATTCCTTCTAACCTTTCAGGAACATTAAAAGATTTTTTGTTTCCTAGTTC  
42144 
 
Query  51982  TGTAGAAAAATATCTTATAAGATTCCTTTCTTCAAAATAATTACTATTATTTATATAATG  
52041 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  42143  TGTAGAAAAATATCTTATAAGATTCCTTTCTTCAAAATAATTACTATTATTTATATAATG  
42084 
 
Query  52042  CATATAACATGTTTTTTAGTGCTGAACTGGTAATCAGGATTAGTATGCAGGTTCCGAAAA  
52101 
              ||||||||||||||||||||||||||||||||||||||||||||||||||||||||| || 
Sbjct  42083  CATATAACATGTTTTTTAGTGCTGAACTGGTAATCAGGATTAGTATGCAGGTTCCGATAA  
42024 
 
Query  52102  AATGGTAATTCACAAAGCAGACATAAAATTCTCAATTTTTTGATCAGCGAAATTAAAACA  
52161 
              ||||||||||||||||||||||||||||||||||||||||| |||||||||||||||||| 
Sbjct  42023  AATGGTAATTCACAAAGCAGACATAAAATTCTCAATTTTTTTATCAGCGAAATTAAAACA  
41964 
 
Query  52162  AAAATTCCCAACGGATGAATAATAAGACTGCTTTTGGGCAACAAGGGaaaaaaaTCAAGA  
52221 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  41963  AAAATTCCCAACGGATGAATAATAAGACTGCTTTTGGGCAACAAGGGAAAAAAATCAAGA  
41904 
 
Query  52222  CGTGTTCCAATTTAAAAAGTCAAAGGAAATTTTTTCCTTCCATACACTTTTAAGAACCAA  
52281 
              ||||||||||||||||||||||||||||| |||||||||||||||||||||||||||||| 
Sbjct  41903  CGTGTTCCAATTTAAAAAGTCAAAGGAAAATTTTTCCTTCCATACACTTTTAAGAACCAA  
41844 
 
Query  52282  ATTGACTATTCTGCCTA---CTGATTCGAATTCTTAGtttttttGGGCGTTAGCAAAAAA  
52338 
              |||| ||||||||||||   |||||||||||||||||||||||||||||||||||||||| 
Sbjct  41843  ATTGCCTATTCTGCCTACTTCTGATTCGAATTCTTAGTTTTTTTGGGCGTTAGCAAAAAA  
41784 
 
673 
 
Query  52339  TTAGAAGTTAAGGTTATAACTAACGCATGATGtttttttttATTAAGTAAATAGGTATTT  
52398 
              |||||||||||||||||||||||||||||||| ||||||||||||| ||||||||||||| 
Sbjct  41783  TTAGAAGTTAAGGTTATAACTAACGCATGATG-TTTTTTTTATTAAATAAATAGGTATTT  
41725 
 
Query  52399  TGATTTCTAA-TTTTGATTCCTTTTGCAAATTAGTCTTTATCtttttttAAATGTAAAAA  
52457 
              |||||||||| ||||||||| ||||||||||||||||||||||||||||||||||||||| 
Sbjct  41724  TGATTTCTAACTTTTGATTCTTTTTGCAAATTAGTCTTTATCTTTTTTTAAATGTAAAAA  
41665 
 
Query  52458  ATAGTCTCTATTTTTGCATAAATTTTACAAAATAGTCTTTGCCGTTAAATTTAAAAGTAG  
52517 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||| ||  
Sbjct  41664  ATAGTCTCTATTTTTGCATAAATTTTACAAAATAGTCTTTGCCGTTAAATTTAAAAATAA  
41605 
 
Query  52518  CACCGTTAATGAGATACATTTTTAATAATTTTAGTGTCACATAGATTATCCAACGTG---  
52574 
              |||| ||||||||||| |||||||||||||||| |||||||||||||||| ||||||    
Sbjct  41604  CACCATTAATGAGATATATTTTTAATAATTTTAATGTCACATAGATTATCTAACGTGACA  
41545 
 
Query  52575  -----------------------GAGCTGAACTTTGATGCAAATTTTAAAAAGTTGTCAA  
52611 
                                      ||||| |||||||||||||||||||||||||||||| 
Sbjct  41544  AATTGTCCTAGATTATGACATGTAAGCTGGACTTTGATGCAAATTTTAAAAAGTTGTCAA  
41485 
 
Query  52612  ATATTTTCTTCTTCACTTGCTTCTTCTTCCTCAAATTAGGGTTTTTAAAACTTCTTTCCT  
52671 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  41484  ATATTTTCTTCTTCACTTGCTTCTTCTTCCTCAAATTAGGGTTTTTAAAACTTCTTTCCT  
41425 
 
Query  52672  CTCAATTTCAACATGGTGGTACTATCTGACCCAATGATATGCGTTTAGCTATCAAATTTG  
52731 
              || ||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  41424  CTTAATTTCAACATGGTGGTACTATCTGACCCAATGATATGCGTTTAGCTATCAAATTTG  
41365 
 
Query  52732  TGCTCTGAGGCTAGGAAAGAACCACCACAAACGCGGCGAGCGCCACCGCTACAGCGGTGG  
52791 
              ||||||||||| |||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  41364  TGCTCTGAGGCCAGGAAAGAACCACCACAAACGCGGCGAGCGCCACCGCTACAGCGGTGG  
41305 
 
Query  52792  TGGCTTTAGAGAGCGACCCTAGTCCGACAGCCCACAAGCTCAAGATGGTGGGGCCTATGC  
52851 
              || |||||||||||| ||||||||||||| |||||||||||||||||||||||||||||| 
Sbjct  41304  TGACTTTAGAGAGCGGCCCTAGTCCGACAACCCACAAGCTCAAGATGGTGGGGCCTATGC  
41245 
 
Query  52852  TCTGAAGGGTGGTATAGACATGGAAGGCGTCTCCCAAAGCGGCATCGTTTATGATAATGA  
52911 
              |||||||||||| |||||||||||||||||||||||||||||| |||||||||||||||| 
674 
 
Sbjct  41244  TCTGAAGGGTGGCATAGACATGGAAGGCGTCTCCCAAAGCGGCGTCGTTTATGATAATGA  
41185 
 
Query  52912  GAATGCAGGGAAGGCTACGAGGGTGACACAACCCATTATGGTGCACGCTAGGGC-----G  
52966 
              ||||||| ||||||||||||||||||||||||||||||||||| | ||||||||     | 
Sbjct  41184  GAATGCAAGGAAGGCTACGAGGGTGACACAACCCATTATGGTGTAAGCTAGGGCTGTTTG  
41125 
 
Query  52967  GAACGCAGATGAGAGGCACTCTCGCCATAACGGAGGCTACGAGGGTGAACAATGTTTATT  
53026 
              ||||||| |||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  41124  GAACGCAAATGAGAGGCACTCTCGCCATAACGGAGGCTACGAGGGTGAACAATGTTTATT  
41065 
 
Query  53027  TTCATCAAATATTTCTTAATAATAACCTTAAATATAAAAAGACATGAGAATGAAGTAATA  
53086 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  41064  TTCATCAAATATTTCTTAATAATAACCTTAAATATAAAAAGACATGAGAATGAAGTAATA  
41005 
 
Query  53087  TTATTTATTTTATTACAAATAAtttttttttGTTTTGAAAAAACCACCTAGAGAACTAAC  
53146 
              |||||||||||||||||||||| |||||||||||| ||||||||||||||||||||| || 
Sbjct  41004  TTATTTATTTTATTACAAATAAATTTTTTTTGTTTCGAAAAAACCACCTAGAGAACTTAC  
40945 
 
Query  53147  GGCATCTTGGGTAACATAATAGGATTGGAATCCAACCTTAAAGTATTGAGAATACAATCT  
53206 
              | |||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  40944  GACATCTTGGGTAACATAATAGGATTGGAATCCAACCTTAAAGTATTGAGAATACAATCT  
40885 
 
Query  53207  GAAGCAAATTCTAGAACTTGGAAATCAAAACTAATGTTCAAAGTGTGTTTTGCCCATTCA  
53266 
              |||||||||||||||||||||||||||||||||       |||||||||||||||||||| 
Sbjct  40884  GAAGCAAATTCTAGAACTTGGAAATCAAAACTA------TAAGTGTGTTTTGCCCATTCA  
40831 
 
Query  53267  TATTGGAATAGAAGTGTAAGATGAAATTTCGTATCAAGAAAAATATAAAAGTTGAGTGAG  
53326 
              |||||||||||||||||||| | | ||||||||||||||||||||||||||||||||||| 
Sbjct  40830  TATTGGAATAGAAGTGTAAGGTAAGATTTCGTATCAAGAAAAATATAAAAGTTGAGTGAG  
40771 
 
Query  53327  aaaaaaaaTCATAAACTTGACTTTTAAAGTTTTGGGTTAAAGTGTGGTATCAAGTTTTAT  
53386 
              ||||||||||||||| ||||||||||||||||| |||||||||||||||| ||||||||| 
Sbjct  40770  AAAAAAAATCATAAAGTTGACTTTTAAAGTTTTTGGTTAAAGTGTGGTATTAAGTTTTAT  
40711 
 
Query  53387  GATGACTCTTTTAAATACATGTTGTAAAATCCAATCATTTAATATTTACTTAAAATATGA  
53446 
              ||||||||||| ||||| |||||||||||||||||||||||||||||||      ||||| 
Sbjct  40710  GATGACTCTTTCAAATAGATGTTGTAAAATCCAATCATTTAATATTTAC------TATGA  
40657 
 
675 
 
Query  53447  TTTCGAATTATCTTTGACTGAACTATCCGTGGCAttttttttttacttttatatttttAT  
53506 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  40656  TTTCGAATTATCTTTGACTGAACTATCCGTGGCATTTTTTTTTTACTTTTATATTTTTAT  
40597 
 
Query  53507  AAATATGTAGATTTTAGTTTAAAAGCATAGAAAATTATCACACTTGCTATAATTCCCCAT  
53566 
              |||||||||||||||||||||||||||||||||||| ||||||||||||||||||||||| 
Sbjct  40596  AAATATGTAGATTTTAGTTTAAAAGCATAGAAAATTCTCACACTTGCTATAATTCCCCAT  
40537 
 
Query  53567  TAGCCCCCGAAACAAACGGAAGACTAATTaaaaaaaTTGCAGTTGCCTTATATGGACTCG  
53626 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  40536  TAGCCCCCGAAACAAACGGAAGACTAATTAAAAAAATTGCAGTTGCCTTATATGGACTCG  
40477 
 
Query  53627  CGTTTTGTTCTGAAGCAAGAGTCCTACCGATGACACTATCGGGGGGACGTTGTAGGGAAA  
53686 
              ||||||||||||||||||||||||||| |||||||||||||||||||||||||||||||| 
Sbjct  40476  CGTTTTGTTCTGAAGCAAGAGTCCTACTGATGACACTATCGGGGGGACGTTGTAGGGAAA  
40417 
 
Query  53687  GGTAATGTTATGTTTAAAATTTTGAATAAATAATTATTTTGTACGTTCTTTAAAATTGTA  
53746 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  40416  GGTAATGTTATGTTTAAAATTTTGAATAAATAATTATTTTGTACGTTCTTTAAAATTGTA  
40357 
 
Query  53747  GGGCACTGTCACAATTTAACACATCATAAAATTaaaaaaaaTATAAATAAATTGTTTAGA  
53806 
              ||||||||||||||||||||||||||||||||| |||||||||||||||||||||||||| 
Sbjct  40356  GGGCACTGTCACAATTTAACACATCATAAAATT-AAAAAAATATAAATAAATTGTTTAGA  
40298 
 
Query  53807  TTAAAATTATTGTCATTTTAGTCTATAATATGTACAATTTGTTATCATTATAATTCCTAA  
53866 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  40297  TTAAAATTATTGTCATTTTAGTCTATAATATGTACAATTTGTTATCATTATAATTCCTAA  
40238 
 
Query  53867  AGCTTATGATTTATTGTCATTATTAGTTTATATAATAGAGTCCTTGTCGACTTCTTTATG  
53926 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  40237  AGCTTATGATTTATTGTCATTATTAGTTTATATAATAGAGTCCTTGTCGACTTCTTTATG  
40178 
 
Query  53927  TTTTGGAGTCTTGTCCTAGTCAAATGAAGCACATGCTGTCAGCTGATGCCAATGGTGTTT  
53986 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  40177  TTTTGGAGTCTTGTCCTAGTCAAATGAAGCACATGCTGTCAGCTGATGCCAATGGTGTTT  
40118 
 
Query  53987  CTCATACTAGGATGTAGTTTTTGCTTTTGGTTTCAAATTTCAATCTTCATTGTTGGTGTC  
54046 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
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Sbjct  40117  CTCATACTAGGATGTAGTTTTTGCTTTTGGTTTCAAATTTCAATCTTCATTGTTGGTGTC  
40058 
 
Query  54047  TTTATTTCCCAATCATAAAAAAGTAGTTCATAATAAAGTTAACAACAAAAACTAATGTAA  
54106 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  40057  TTTATTTCCCAATCATAAAAAAGTAGTTCATAATAAAGTTAACAACAAAAACTAATGTAA  
39998 
 
Query  54107  TTAACATTTTTATTTGTCTCTTTTGAATGAGATAAATTGCTTCTTCAAGTACAATCATCT  
54166 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  39997  TTAACATTTTTATTTGTCTCTTTTGAATGAGATAAATTGCTTCTTCAAGTACAATCATCT  
39938 
 
Query  54167  CAAAAGCTTTTTCATGCCTTTGATTAAGGGTCATCTCCCCCCACCCCAAAATTATTAAAC  
54226 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  39937  CAAAAGCTTTTTCATGCCTTTGATTAAGGGTCATCTCCCCCCACCCCAAAATTATTAAAC  
39878 
 
Query  54227  ACCAAAAAAGTACAATACTATTAAGAATTAAAGATATTAATACAACTACAAACATAATAT  
54286 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  39877  ACCAAAAAAGTACAATACTATTAAGAATTAAAGATATTAATACAACTACAAACATAATAT  
39818 
 
Query  54287  CTTCTTCAACTTTTTCTTCATAATATTATAATCAAACTTTCATGATTGTGAAAATTTATT  
54346 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  39817  CTTCTTCAACTTTTTCTTCATAATATTATAATCAAACTTTCATGATTGTGAAAATTTATT  
39758 
 
Query  54347  AGAAATGATCAATTTTAGATTTCACTAttaaatcagaaaaaaattataaataaaaaatag  
54406 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  39757  AGAAATGATCAATTTTAGATTTCACTATTAAATCAGAAAAAAATTATAAATAAAAAATAG  
39698 
 
Query  54407  gatacatcaaaattaataatttttaattaaacagaatttgttaaataatGTTACTAGAAT  
54466 
              |||||||||||||||||||||||||||||||||||||||||||||||||||||||||||| 
Sbjct  39697  GATACATCAAAATTAATAATTTTTAATTAAACAGAATTTGTTAAATAATGTTACTAGAAT  
39638 
 
Query  54467  TTCTCATAGCCATAATTGTAAACATTTAG  54495 
              ||||||||||||||||||||||||||||| 
Sbjct  39637  TTCTCATAGCCATAATTGTAAACATTTAG  39609 
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Blast report description  
Blast 2 sequences 
28 (94336 letters)  
RID 
SK4A952D114 (Expires on 06-25 01:03 am)  
Query ID 
lcl|Query_17195 
Description 
28 
Molecule type 
nucleic acid 
Query Length 
94336 
Subject ID 
lcl|Query_17197 
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Description 
None  
Molecule type 
nucleic acid 
Subject Length 
46729 
Program 
BLASTN 2.2.31+ Citation 
 
Other reports: Search Summary [Taxonomy reports]  
Graphic Summary  
Distribution of 65 Blast Hits on the Query Sequence  
Mouse over to see the defline, click to show  alignments
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Descriptions  
Sequences producing significant alignments: 
Select:AllNone Selected:0  
Alignments Download Graphics Show/hide columns of the table presenting sequences 
producing significant alignments  
Sequences producing significant alignments: 
Select for downloading or 
viewing reports 
Description 
Max 
score  
Total 
score  
Query 
cover  
E 
value  
Ident  Accession 
Select seq  
None 
provided  
48.2 2108 1% 1e-05 75% Query_17197  
Alignments  
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Download Graphics  
Sort by:  
Next Previous Descriptions  
Sequence ID: lcl|Query_17197Length: 46729Number of Matches: 65 
Related Information 
Range 1: 1876 to 1944Graphics Next Match Previous Match  
Alignment statistics for match #1 
Score Expect Identities Gaps Strand 
48.2 bits(52) 1e-05 52/69(75%) 0/69(0%) Plus/Plus 
Query  67577  ACATAGGAATTGGACATAATCCTCAGTGGTGATATCATATATGAGTCCTGGATCCATTGC  
67636 
              ||||| ||| | ||  ||||| ||| | || || ||||| |  || || ||||||||||| 
Sbjct  1876   ACATAAGAAGTTGAGGTAATCATCAATTGTTATGTCATAAACTAGCCCGGGATCCATTGC  
1935 
 
Query  67637  TTTGTTGGG  67645 
              | |||| || 
Sbjct  1936   TCTGTTTGG  1944 
 
 
Range 2: 1509 to 1566Graphics Next Match Previous Match First Match  
Alignment statistics for match #2 
Score Expect Identities Gaps Strand 
42.8 bits(46) 6e-04 44/58(76%) 0/58(0%) Plus/Plus 
Query  67207  TCACAGCTATTGGGGTCCTCACAAAATACTTGCCATCTGTCCATGTTAGGCTCCCAAA  
67264 
              ||||| |||||||  || | ||  ||| ||||||||||| |||| | ||  | ||||| 
Sbjct  1509   TCACAACTATTGGACTCGTGACGTAATGCTTGCCATCTGACCATATCAGTTTTCCAAA  
1566 
 
 
Range 3: 19895 to 19936Graphics Next Match Previous Match First Match  
Alignment statistics for match #3 
Score Expect Identities Gaps Strand 
42.8 bits(46) 6e-04 36/43(84%) 1/43(2%) Plus/Minus 
Query  53055  TAAATATAAAAAGACATGAGAATGAAGTAATATTATTTATTTT  53097 
              |||||||||||| |  |||||||| | ||| |||||| ||||| 
Sbjct  19936  TAAATATAAAAAAAGTTGAGAATGTATTAA-ATTATTCATTTT  19895 
 
 
Range 4: 23546 to 23595Graphics Next Match Previous Match First Match  
Alignment statistics for match #4 
Score Expect Identities Gaps Strand 
41.0 bits(44) 0.002 41/51(80%) 2/51(3%) Plus/Minus 
Query  37252  ttttATTCATAAATTATtatatatatatatatatata-tatatatatatat  37301 
              ||||| ||||||||||| |||| | || | ||| | | |||||||| |||| 
Sbjct  23595  TTTTAGTCATAAATTATAATATGTTTACAAATACAAACTATATATA-ATAT  23546 
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Range 5: 20561 to 20604Graphics Next Match Previous Match First Match  
Alignment statistics for match #5 
Score Expect Identities Gaps Strand 
39.2 bits(42) 0.007 37/45(82%) 2/45(4%) Plus/Minus 
Query  6150   AAATTTAATTAACATAAATATCTT-TTAATTAATTATGATAATTT  6193 
              ||||| || ||  ||||| | ||| ||||||| |||||||||||| 
Sbjct  20604  AAATTAAAATATAATAAAGAACTTATTAATTA-TTATGATAATTT  20561 
 
 
Range 6: 9563 to 9603Graphics Next Match Previous Match First Match  
Alignment statistics for match #6 
Score Expect Identities Gaps Strand 
37.4 bits(40) 0.025 36/44(82%) 3/44(6%) Plus/Minus 
Query  92303  TTAAGGTGAAATAAAATAGAATGAAAGGCAAATATTTGAATTAA  92346 
              ||||  | ||||||||||||| |||  | |||||||| |||||| 
Sbjct  9603   TTAATATCAAATAAAATAGAAGGAA--GAAAATATTT-AATTAA  9563 
 
 
Range 7: 13856 to 13888Graphics Next Match Previous Match First Match  
Alignment statistics for match #7 
Score Expect Identities Gaps Strand 
37.4 bits(40) 0.025 30/34(88%) 2/34(5%) Plus/Minus 
Query  12910  GAAATAAGAAAATA-AGAGAATATATTTATCttt  12942 
              |||||||||||||| ||| |||| |||||| ||| 
Sbjct  13888  GAAATAAGAAAATACAGA-AATAAATTTATTTTT  13856 
 
 
Range 8: 40062 to 40086Graphics Next Match Previous Match First Match  
Alignment statistics for match #8 
Score Expect Identities Gaps Strand 
37.4 bits(40) 0.025 23/25(92%) 0/25(0%) Plus/Plus 
Query  87515  TTAGTACGAATTATTTTAAATATTG  87539 
              |||||| |||||||||||||| ||| 
Sbjct  40062  TTAGTATGAATTATTTTAAATTTTG  40086 
 
 
Range 9: 40057 to 40078Graphics Next Match Previous Match First Match  
Alignment statistics for match #9 
Score Expect Identities Gaps Strand 
35.6 bits(38) 0.088 21/22(95%) 0/22(0%) Plus/Plus 
Query  78217  GTATATTAATATGAATTATTTT  78238 
              |||||||| ||||||||||||| 
Sbjct  40057  GTATATTAGTATGAATTATTTT  40078 
 
 
Range 10: 3830 to 3852Graphics Next Match Previous Match First Match  
681 
 
Alignment statistics for match #10 
Score Expect Identities Gaps Strand 
33.7 bits(36) 0.31 21/23(91%) 0/23(0%) Plus/Plus 
Query  86051  TCTTTTAACTATTTAAAAAATGA  86073 
              ||||| ||||| ||||||||||| 
Sbjct  3830   TCTTTCAACTAATTAAAAAATGA  3852 
 
 
Range 11: 6481 to 6501Graphics Next Match Previous Match First Match  
Alignment statistics for match #11 
Score Expect Identities Gaps Strand 
33.7 bits(36) 0.31 20/21(95%) 0/21(0%) Plus/Plus 
Query  32878  TTGAAAACAATTTTTTAAAAT  32898 
              |||||| |||||||||||||| 
Sbjct  6481   TTGAAATCAATTTTTTAAAAT  6501 
 
 
Range 12: 8344 to 8388Graphics Next Match Previous Match First Match  
Alignment statistics for match #12 
Score Expect Identities Gaps Strand 
33.7 bits(36) 0.31 39/49(80%) 4/49(8%) Plus/Minus 
Query  53856  ATAATTCCTAAAGCTTATGATTTATTGTCATTATTAGTTTATATAATAG  53904 
              ||||||  || || |||| ||| |||||||||| || |||| |||| || 
Sbjct  8388   ATAATT--TACAGATTATTATT-ATTGTCATTAATATTTTA-ATAAAAG  8344 
 
 
Range 13: 12056 to 12076Graphics Next Match Previous Match First Match  
Alignment statistics for match #13 
Score Expect Identities Gaps Strand 
33.7 bits(36) 0.31 20/21(95%) 0/21(0%) Plus/Plus 
Query  93086  AAATTTTCTTATTCTGATTTG  93106 
              ||||||||||||| ||||||| 
Sbjct  12056  AAATTTTCTTATTTTGATTTG  12076 
 
 
Range 14: 13768 to 13785Graphics Next Match Previous Match First Match  
Alignment statistics for match #14 
Score Expect Identities Gaps Strand 
33.7 bits(36) 0.31 18/18(100%) 0/18(0%) Plus/Plus 
Query  55965  ttttttATTATCAGCAAA  55982 
              |||||||||||||||||| 
Sbjct  13768  TTTTTTATTATCAGCAAA  13785 
 
 
Range 15: 14266 to 14289Graphics Next Match Previous Match First Match  
Alignment statistics for match #15 
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Score Expect Identities Gaps Strand 
33.7 bits(36) 0.31 23/25(92%) 1/25(4%) Plus/Minus 
Query  82643  TTATATATGTTCATAGATCATAATT  82667 
              |||||| | |||||||||||||||| 
Sbjct  14289  TTATAT-TATTCATAGATCATAATT  14266 
 
 
Range 16: 16023 to 16040Graphics Next Match Previous Match First Match  
Alignment statistics for match #16 
Score Expect Identities Gaps Strand 
33.7 bits(36) 0.31 18/18(100%) 0/18(0%) Plus/Minus 
Query  52125  TAAAATTCTCAATTTTTT  52142 
              |||||||||||||||||| 
Sbjct  16040  TAAAATTCTCAATTTTTT  16023 
 
 
Range 17: 23535 to 23557Graphics Next Match Previous Match First Match  
Alignment statistics for match #17 
Score Expect Identities Gaps Strand 
33.7 bits(36) 0.31 21/23(91%) 0/23(0%) Plus/Minus 
Query  46923  TATATTTAACATGATAAAAACAA  46945 
              ||||| ||| ||||||||||||| 
Sbjct  23557  TATATATAATATGATAAAAACAA  23535 
 
 
Range 18: 27746 to 27789Graphics Next Match Previous Match First Match  
Alignment statistics for match #18 
Score Expect Identities Gaps Strand 
33.7 bits(36) 0.31 36/44(82%) 3/44(6%) Plus/Minus 
Query  89956  AACTAAAATATATTTTAATTT-GTGTGTATGTT-TTATT-TCAT  89996 
              ||||| | ||||||||||||| |   ||||||| ||||| |||| 
Sbjct  27789  AACTATATTATATTTTAATTTCGAAAGTATGTTATTATTGTCAT  27746 
 
 
Range 19: 3805 to 3831Graphics Next Match Previous Match First Match  
Alignment statistics for match #19 
Score Expect Identities Gaps Strand 
31.9 bits(34) 1.1 24/27(89%) 1/27(3%) Plus/Minus 
Query  64356  GATTCATGC-TCAAATTTGATATTTTT  64381 
              ||||||||  | ||||||||||||||| 
Sbjct  3831   GATTCATGAATTAAATTTGATATTTTT  3805 
 
 
Range 20: 4048 to 4091Graphics Next Match Previous Match First Match  
Alignment statistics for match #20 
Score Expect Identities Gaps Strand 
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31.9 bits(34) 1.1 36/46(78%) 2/46(4%) Plus/Minus 
Query  80057  TTTTAAGAATGATTTGGATGAATTTCATCTAATTTTTTAATATAAA  80102 
              |||| ||  | |||| | | ||||| || |||||||||||| |||| 
Sbjct  4091   TTTTGAGTTTTATTTCGGT-AATTT-ATGTAATTTTTTAATGTAAA  4048 
 
 
Range 21: 5209 to 5255Graphics Next Match Previous Match First Match  
Alignment statistics for match #21 
Score Expect Identities Gaps Strand 
31.9 bits(34) 1.1 36/47(77%) 5/47(10%) Plus/Minus 
Query  90067  ATGGAATTAAAGTATTTA----TTTGATAGTTATTTGAAAT-GATAT  90108 
              ||||||||||| ||||||    ||||  ||| ||||  ||| ||||| 
Sbjct  5255   ATGGAATTAAACTATTTAACATTTTGTGAGTCATTTATAATGGATAT  5209 
 
 
Range 22: 8149 to 8190Graphics Next Match Previous Match First Match  
Alignment statistics for match #22 
Score Expect Identities Gaps Strand 
31.9 bits(34) 1.1 33/42(79%) 1/42(2%) Plus/Plus 
Query  83615  AAAAAATGATTATATTTCT-TGATTTTTATATAAtttttttt  83655 
              || ||| ||  || ||| | ||||||||||||| ||||| || 
Sbjct  8149   AATAAAAGAACATGTTTATGTGATTTTTATATATTTTTTATT  8190 
 
 
Range 23: 9711 to 9752Graphics Next Match Previous Match First Match  
Alignment statistics for match #23 
Score Expect Identities Gaps Strand 
31.9 bits(34) 1.1 33/42(79%) 1/42(2%) Plus/Minus 
Query  80247  TATTTCTCTTATTCTTTTGAAATAAAAAATGT-CAAATATAT  80287 
              ||||| | || |  ||||||||||| |||| |  |||||||| 
Sbjct  9752   TATTTGTATTCTAATTTTGAAATAATAAATATAAAAATATAT  9711 
 
 
Range 24: 13260 to 13300Graphics Next Match Previous Match First Match  
Alignment statistics for match #24 
Score Expect Identities Gaps Strand 
31.9 bits(34) 1.1 33/42(79%) 1/42(2%) Plus/Minus 
Query  90978  GAAAAGTTCATTCGAACCAACAAAAATAAAAGAGACCATTAA  91019 
              |||||||||||||  ||| | |||  ||||| | || ||||| 
Sbjct  13300  GAAAAGTTCATTCATACCCAAAAATCTAAAATA-ACAATTAA  13260 
 
 
Range 25: 15192 to 15229Graphics Next Match Previous Match First Match  
Alignment statistics for match #25 
Score Expect Identities Gaps Strand 
31.9 bits(34) 1.1 31/38(82%) 3/38(7%) Plus/Plus 
Query  7201   TTTC-TTTCATTTTCAAAAA--ATGTACAAGTAAATCA  7235 
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              |||| |||||||||||||||  |  |  |||||||||| 
Sbjct  15192  TTTCATTTCATTTTCAAAAATTAAATTAAAGTAAATCA  15229 
 
 
Range 26: 16205 to 16221Graphics Next Match Previous Match First Match  
Alignment statistics for match #26 
Score Expect Identities Gaps Strand 
31.9 bits(34) 1.1 17/17(100%) 0/17(0%) Plus/Plus 
Query  69841  aaaaTGTCTTTTAAAAA  69857 
              ||||||||||||||||| 
Sbjct  16205  AAAATGTCTTTTAAAAA  16221 
 
 
Range 27: 19569 to 19595Graphics Next Match Previous Match First Match  
Alignment statistics for match #27 
Score Expect Identities Gaps Strand 
31.9 bits(34) 1.1 23/27(85%) 0/27(0%) Plus/Minus 
Query  33923  TTATAACAAAATGAGTGCATAGAGTGA  33949 
              ||||||||||||||||  ||| | ||| 
Sbjct  19595  TTATAACAAAATGAGTTAATAAATTGA  19569 
 
 
Range 28: 26328 to 26350Graphics Next Match Previous Match First Match  
Alignment statistics for match #28 
Score Expect Identities Gaps Strand 
31.9 bits(34) 1.1 22/24(92%) 1/24(4%) Plus/Minus 
Query  44606  ATTTCATTTATATAATATGTATAT  44629 
              ||||| |||||| ||||||||||| 
Sbjct  26350  ATTTC-TTTATACAATATGTATAT  26328 
 
 
Range 29: 27975 to 27994Graphics Next Match Previous Match First Match  
Alignment statistics for match #29 
Score Expect Identities Gaps Strand 
31.9 bits(34) 1.1 19/20(95%) 0/20(0%) Plus/Plus 
Query  65228  ATTTTATAATTTTTAGTGaa  65247 
              ||||| |||||||||||||| 
Sbjct  27975  ATTTTTTAATTTTTAGTGAA  27994 
 
 
Range 30: 27991 to 28024Graphics Next Match Previous Match First Match  
Alignment statistics for match #30 
Score Expect Identities Gaps Strand 
31.9 bits(34) 1.1 28/34(82%) 2/34(5%) Plus/Plus 
Query  80075  TGAATTTCATC--TAATTTTTTAATATAAAACAT  80106 
              ||||||| |||  |||||||||||| | | |||| 
Sbjct  27991  TGAATTTTATCCCTAATTTTTTAATTTGACACAT  28024 
685 
 
 
 
Range 31: 29029 to 29051Graphics Next Match Previous Match First Match  
Alignment statistics for match #31 
Score Expect Identities Gaps Strand 
31.9 bits(34) 1.1 22/24(92%) 1/24(4%) Plus/Plus 
Query  44606  ATTTCATTTATATAATATGTATAT  44629 
              ||||| |||||| ||||||||||| 
Sbjct  29029  ATTTC-TTTATACAATATGTATAT  29051 
 
 
Range 32: 39576 to 39592Graphics Next Match Previous Match First Match  
Alignment statistics for match #32 
Score Expect Identities Gaps Strand 
31.9 bits(34) 1.1 17/17(100%) 0/17(0%) Plus/Plus 
Query  56468  TGCATCATGATATTAGT  56484 
              ||||||||||||||||| 
Sbjct  39576  TGCATCATGATATTAGT  39592 
 
 
Range 33: 39785 to 39809Graphics Next Match Previous Match First Match  
Alignment statistics for match #33 
Score Expect Identities Gaps Strand 
31.9 bits(34) 1.1 22/25(88%) 0/25(0%) Plus/Plus 
Query  90105  ATATTTTATAAATATGTGTGAATTG  90129 
              ||||| ||||||||||| | ||||| 
Sbjct  39785  ATATTATATAAATATGTATTAATTG  39809 
 
 
Range 34: 947 to 962Graphics Next Match Previous Match First Match  
Alignment statistics for match #34 
Score Expect Identities Gaps Strand 
30.1 bits(32) 3.7 16/16(100%) 0/16(0%) Plus/Minus 
Query  71165  AAAAATAAAGTGCAAG  71180 
              |||||||||||||||| 
Sbjct  962    AAAAATAAAGTGCAAG  947 
 
 
Range 35: 3462 to 3482Graphics Next Match Previous Match First Match  
Alignment statistics for match #35 
Score Expect Identities Gaps Strand 
30.1 bits(32) 3.7 21/23(91%) 2/23(8%) Plus/Minus 
Query  15700  GTAAGTATCAAAACTATATGAAA  15722 
              |||||||||||||  |||||||| 
Sbjct  3482   GTAAGTATCAAAA--ATATGAAA  3462 
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Range 36: 3771 to 3786Graphics Next Match Previous Match First Match  
Alignment statistics for match #36 
Score Expect Identities Gaps Strand 
30.1 bits(32) 3.7 16/16(100%) 0/16(0%) Plus/Minus 
Query  3596  AACCATGTTATTTAAT  3611 
             |||||||||||||||| 
Sbjct  3786  AACCATGTTATTTAAT  3771 
 
 
Range 37: 3816 to 3851Graphics Next Match Previous Match First Match  
Alignment statistics for match #37 
Score Expect Identities Gaps Strand 
30.1 bits(32) 3.7 28/36(78%) 0/36(0%) Plus/Plus 
Query  91092  ATTTCACTTATTAAACTTCAAACTAATTAAAAGATG  91127 
              |||| | | || || |||  |||||||||||| ||| 
Sbjct  3816   ATTTAATTCATGAATCTTTCAACTAATTAAAAAATG  3851 
 
 
Range 38: 7727 to 7747Graphics Next Match Previous Match First Match  
Alignment statistics for match #38 
Score Expect Identities Gaps Strand 
30.1 bits(32) 3.7 21/23(91%) 2/23(8%) Plus/Plus 
Query  64092  GTAGAATTTATAATATGGTATAT  64114 
              ||||||||||||||||  ||||| 
Sbjct  7727   GTAGAATTTATAATAT--TATAT  7747 
 
 
Range 39: 8077 to 8100Graphics Next Match Previous Match First Match  
Alignment statistics for match #39 
Score Expect Identities Gaps Strand 
30.1 bits(32) 3.7 21/24(88%) 0/24(0%) Plus/Minus 
Query  60495  AAATTAACTATTTTTCTAATTTAA  60518 
              ||||||||||||||| || || || 
Sbjct  8100   AAATTAACTATTTTTTTACTTAAA  8077 
 
 
Range 40: 8300 to 8323Graphics Next Match Previous Match First Match  
Alignment statistics for match #40 
Score Expect Identities Gaps Strand 
30.1 bits(32) 3.7 21/24(88%) 0/24(0%) Plus/Minus 
Query  71724  ATTTATTTTAATAATAAGATTGTT  71747 
              ||||||||||||||| | ||| || 
Sbjct  8323   ATTTATTTTAATAATTAAATTATT  8300 
 
 
Range 41: 9707 to 9727Graphics Next Match Previous Match First Match  
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Alignment statistics for match #41 
Score Expect Identities Gaps Strand 
30.1 bits(32) 3.7 19/21(90%) 0/21(0%) Plus/Minus 
Query  87190  TAAATATAAAATTAAATATAT  87210 
              ||||||||||| || |||||| 
Sbjct  9727   TAAATATAAAAATATATATAT  9707 
 
 
Range 42: 10453 to 10468Graphics Next Match Previous Match First Match  
Alignment statistics for match #42 
Score Expect Identities Gaps Strand 
30.1 bits(32) 3.7 16/16(100%) 0/16(0%) Plus/Plus 
Query  89967  ATTTTAATTTGTGTGT  89982 
              |||||||||||||||| 
Sbjct  10453  ATTTTAATTTGTGTGT  10468 
 
 
Range 43: 10505 to 10525Graphics Next Match Previous Match First Match  
Alignment statistics for match #43 
Score Expect Identities Gaps Strand 
30.1 bits(32) 3.7 19/21(90%) 0/21(0%) Plus/Plus 
Query  6671   AATTAAAATTTGTAAAAAATA  6691 
              ||||||||||| ||| ||||| 
Sbjct  10505  AATTAAAATTTATAATAAATA  10525 
 
 
Range 44: 10854 to 10882Graphics Next Match Previous Match First Match  
Alignment statistics for match #44 
Score Expect Identities Gaps Strand 
30.1 bits(32) 3.7 26/30(87%) 2/30(6%) Plus/Plus 
Query  49610  ATTATAGGAATGAAATAAA-AATAGAATAG  49638 
              ||||||||||| ||||||| |||| || || 
Sbjct  10854  ATTATAGGAAT-AAATAAATAATAAAAAAG  10882 
 
 
Range 45: 12520 to 12543Graphics Next Match Previous Match First Match  
Alignment statistics for match #45 
Score Expect Identities Gaps Strand 
30.1 bits(32) 3.7 21/24(88%) 0/24(0%) Plus/Minus 
Query  85978  AATAGCATTTGAAAATAAATTAAA  86001 
              ||||  |||| ||||||||||||| 
Sbjct  12543  AATATTATTTTAAAATAAATTAAA  12520 
 
 
Range 46: 14479 to 14506Graphics Next Match Previous Match First Match  
Alignment statistics for match #46 
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Score Expect Identities Gaps Strand 
30.1 bits(32) 3.7 25/30(83%) 2/30(6%) Plus/Plus 
Query  79186  GATAATTATCATATTTTGATATAATTTATT  79215 
              ||||| |||  | |||| |||||||||||| 
Sbjct  14479  GATAAATAT--TTTTTTAATATAATTTATT  14506 
 
 
Range 47: 14543 to 14566Graphics Next Match Previous Match First Match  
Alignment statistics for match #47 
Score Expect Identities Gaps Strand 
30.1 bits(32) 3.7 21/24(88%) 0/24(0%) Plus/Plus 
Query  3664   TTAATTTATTAAGAAAAATAAACA  3687 
              ||| || ||||||||||||| ||| 
Sbjct  14543  TTAGTTAATTAAGAAAAATACACA  14566 
 
 
Range 48: 19829 to 19854Graphics Next Match Previous Match First Match  
Alignment statistics for match #48 
Score Expect Identities Gaps Strand 
30.1 bits(32) 3.7 22/26(85%) 0/26(0%) Plus/Plus 
Query  42076  TAAATTAACACTAGTTTTTGTTACAA  42101 
              ||||| || | || |||||||||||| 
Sbjct  19829  TAAATGAATATTAATTTTTGTTACAA  19854 
 
 
Range 49: 20566 to 20584Graphics Next Match Previous Match First Match  
Alignment statistics for match #49 
Score Expect Identities Gaps Strand 
30.1 bits(32) 3.7 18/19(95%) 0/19(0%) Plus/Minus 
Query  59119  ACTTAATAATTATTATGAT  59137 
              ||||| ||||||||||||| 
Sbjct  20584  ACTTATTAATTATTATGAT  20566 
 
 
Range 50: 23604 to 23619Graphics Next Match Previous Match First Match  
Alignment statistics for match #50 
Score Expect Identities Gaps Strand 
30.1 bits(32) 3.7 16/16(100%) 0/16(0%) Plus/Plus 
Query  58079  TGATAAGGAACATTTT  58094 
              |||||||||||||||| 
Sbjct  23604  TGATAAGGAACATTTT  23619 
 
 
Range 51: 28309 to 28337Graphics Next Match Previous Match First Match  
Alignment statistics for match #51 
Score Expect Identities Gaps Strand 
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30.1 bits(32) 3.7 24/29(83%) 4/29(13%) Plus/Plus 
Query  77707  ttaaaaaa----aaTATAAAATATAATTA  77731 
              ||||||||    |||| |||||||||||| 
Sbjct  28309  TTAAAAAATTAGAATAAAAAATATAATTA  28337 
 
 
Range 52: 31700 to 31723Graphics Next Match Previous Match First Match  
Alignment statistics for match #52 
Score Expect Identities Gaps Strand 
30.1 bits(32) 3.7 21/24(88%) 0/24(0%) Plus/Plus 
Query  81267  AATTCATTGTATATTATTGTACAG  81290 
              |||| ||| ||| ||||||||||| 
Sbjct  31700  AATTGATTATATTTTATTGTACAG  31723 
 
 
Range 53: 31700 to 31718Graphics Next Match Previous Match First Match  
Alignment statistics for match #53 
Score Expect Identities Gaps Strand 
30.1 bits(32) 3.7 18/19(95%) 0/19(0%) Plus/Minus 
Query  18317  CAACAAAATATAATCAATT  18335 
              ||| ||||||||||||||| 
Sbjct  31718  CAATAAAATATAATCAATT  31700 
 
 
Range 54: 31738 to 31756Graphics Next Match Previous Match First Match  
Alignment statistics for match #54 
Score Expect Identities Gaps Strand 
30.1 bits(32) 3.7 18/19(95%) 0/19(0%) Plus/Minus 
Query  68571  tttttATTTTATTAATGCA  68589 
              ||| ||||||||||||||| 
Sbjct  31756  TTTCTATTTTATTAATGCA  31738 
 
 
Range 55: 32349 to 32369Graphics Next Match Previous Match First Match  
Alignment statistics for match #55 
Score Expect Identities Gaps Strand 
30.1 bits(32) 3.7 19/21(90%) 0/21(0%) Plus/Minus 
Query  80668  AAAGTTAGAATCAATATGCTA  80688 
              ||||||||||| |||||| || 
Sbjct  32369  AAAGTTAGAATAAATATGGTA  32349 
 
 
Range 56: 33139 to 33154Graphics Next Match Previous Match First Match  
Alignment statistics for match #56 
Score Expect Identities Gaps Strand 
30.1 bits(32) 3.7 16/16(100%) 0/16(0%) Plus/Minus 
Query  80317  TTTAAATTAAATTAAT  80332 
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              |||||||||||||||| 
Sbjct  33154  TTTAAATTAAATTAAT  33139 
 
 
Range 57: 33451 to 33469Graphics Next Match Previous Match First Match  
Alignment statistics for match #57 
Score Expect Identities Gaps Strand 
30.1 bits(32) 3.7 18/19(95%) 0/19(0%) Plus/Plus 
Query  14386  TCATTTTATAAAAATGAAG  14404 
              ||||||||||||||| ||| 
Sbjct  33451  TCATTTTATAAAAATTAAG  33469 
 
 
Range 58: 33512 to 33530Graphics Next Match Previous Match First Match  
Alignment statistics for match #58 
Score Expect Identities Gaps Strand 
30.1 bits(32) 3.7 18/19(95%) 0/19(0%) Plus/Plus 
Query  19647  CAAATTAAATAAATATTAA  19665 
              ||||||||||||||| ||| 
Sbjct  33512  CAAATTAAATAAATAGTAA  33530 
 
 
Range 59: 34860 to 34875Graphics Next Match Previous Match First Match  
Alignment statistics for match #59 
Score Expect Identities Gaps Strand 
30.1 bits(32) 3.7 16/16(100%) 0/16(0%) Plus/Plus 
Query  44614  TATATAATATGTATAT  44629 
              |||||||||||||||| 
Sbjct  34860  TATATAATATGTATAT  34875 
 
 
Range 60: 36878 to 36911Graphics Next Match Previous Match First Match  
Alignment statistics for match #60 
Score Expect Identities Gaps Strand 
30.1 bits(32) 3.7 27/34(79%) 4/34(11%) Plus/Plus 
Query  15526  TGGAACTCTA----TATAAGAAAATCAAtttttt  15555 
              |||||||| |    | |||||||||||||| ||| 
Sbjct  36878  TGGAACTCCAATTGTTTAAGAAAATCAATTCTTT  36911 
 
 
Range 61: 39813 to 39833Graphics Next Match Previous Match First Match  
Alignment statistics for match #61 
Score Expect Identities Gaps Strand 
30.1 bits(32) 3.7 19/21(90%) 0/21(0%) Plus/Plus 
Query  78776  ATATATTATTCAACaaataat  78796 
              ||||||||||||  ||||||| 
Sbjct  39813  ATATATTATTCAGAAAATAAT  39833 
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Range 62: 39826 to 39849Graphics Next Match Previous Match First Match  
Alignment statistics for match #62 
Score Expect Identities Gaps Strand 
30.1 bits(32) 3.7 21/24(88%) 0/24(0%) Plus/Minus 
Query  6672   ATTAAAATTTGTAAAAAATATCTT  6695 
              |||||||||||||| || ||| || 
Sbjct  39849  ATTAAAATTTGTAATAATTATTTT  39826 
 
 
Range 63: 40667 to 40685Graphics Next Match Previous Match First Match  
Alignment statistics for match #63 
Score Expect Identities Gaps Strand 
30.1 bits(32) 3.7 18/19(95%) 0/19(0%) Plus/Minus 
Query  53702  AAAATTTTGAATAAATAAT  53720 
              ||||| ||||||||||||| 
Sbjct  40685  AAAATATTGAATAAATAAT  40667 
 
 
Range 64: 43142 to 43162Graphics Next Match Previous Match First Match  
Alignment statistics for match #64 
Score Expect Identities Gaps Strand 
30.1 bits(32) 3.7 19/21(90%) 0/21(0%) Plus/Plus 
Query  52620  TTCTTCACTTGCTTCTTCTTC  52640 
              ||||||||||||||| || || 
Sbjct  43142  TTCTTCACTTGCTTCATCATC  43162 
 
 
Range 65: 44960 to 44980Graphics Next Match Previous Match First Match  
Alignment statistics for match #65 
Score Expect Identities Gaps Strand 
30.1 bits(32) 3.7 19/21(90%) 0/21(0%) Plus/Plus 
Query  72052  TCTAAATCAAAATTTGAACAA  72072 
              |||||||||||||  |||||| 
Sbjct  44960  TCTAAATCAAAATCAGAACAA  44980 
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Frame 
 
from 
 
to Length 
-3  75072 .. 77528 2457 
-1  35243 .. 37078 1836 
-1  83975 .. 85411 1437 
-2  1441 .. 2757 1317 
+3  37980 .. 39182 1203 
-2  11362 .. 12408 1047 
-2  20983 .. 21828 846 
+3  10044 .. 10799 756 
+1  11437 .. 12138 702 
+2  24872 .. 25432 561 
-3  45408 .. 45953 546 
-1  73853 .. 74395 543 
+1  1726 .. 2226 501 
-1  9989 .. 10483 495 
-1  38408 .. 38872 465 
-1  67187 .. 67633 447 
+1  77140 .. 77535 396 
+2  57329 .. 57724 396 
+1  56311 .. 56703 393 
-1  464 .. 853 390 
-3  1 .. 371 371 
-3  67902 .. 68246 345 
-3  37932 .. 38276 345 
+1  58783 .. 59124 342 
+1  38986 .. 39318 333 
-2  76861 .. 77184 324 
-3  2376 .. 2699 324 
+3  62112 .. 62420 309 
+1  33343 .. 33639 297 
+1  94051 .. 94335 285 
-1  93758 .. 94039 282 
-3  19314 .. 19592 279 
+1  57952 .. 58227 276 
-1  44675 .. 44950 276 
-1  25106 .. 25381 276 
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-2  59383 .. 59655 273 
-3  89286 .. 89555 270 
-3  40887 .. 41156 270 
+2  1559 .. 1819 261 
+1  46024 .. 46281 258 
+3  75678 .. 75932 255 
-3  59499 .. 59753 255 
-2  51790 .. 52044 255 
-1  48587 .. 48841 255 
-2  42817 .. 43071 255 
-3  20892 .. 21146 255 
+2  2 .. 256 255 
+1  21973 .. 22224 252 
-1  54470 .. 54718 249 
+3  68763 .. 69008 246 
-3  12249 .. 12488 240 
-2  49942 .. 50178 237 
-3  49101 .. 49337 237 
+2  74003 .. 74236 234 
-3  54048 .. 54281 234 
-1  57029 .. 57259 231 
-1  19202 .. 19432 231 
+3  63552 .. 63773 222 
-1  50978 .. 51199 222 
-1  45332 .. 45553 222 
+2  89120 .. 89338 219 
+3  79638 .. 79856 219 
-1  5459 .. 5677 219 
+1  44992 .. 45207 216 
-2  18421 .. 18636 216 
-1  92642 .. 92854 213 
+1  83620 .. 83829 210 
+2  65504 .. 65713 210 
-2  61564 .. 61773 210 
+3  8649 .. 8858 210 
+1  83200 .. 83406 207 
-3  19044 .. 19250 207 
+3  92958 .. 93161 204 
-2  83596 .. 83799 204 
+3  57936 .. 58139 204 
-2  51394 .. 51597 204 
+3  89346 .. 89546 201 
+2  36512 .. 36712 201 
+1  76807 .. 76998 192 
-1  61859 .. 62050 192 
+3  56721 .. 56912 192 
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+2  68585 .. 68773 189 
-3  44424 .. 44612 189 
+3  42498 .. 42686 189 
+3  36567 .. 36755 189 
-3  72702 .. 72887 186 
-2  41146 .. 41331 186 
-3  9348 .. 9533 186 
+3  8373 .. 8558 186 
-3  94152 .. 94334 183 
-2  67540 .. 67722 183 
+2  23222 .. 23404 183 
+1  20668 .. 20850 183 
+3  7074 .. 7256 183 
+3  84639 .. 84818 180 
-3  65577 .. 65756 180 
-1  49658 .. 49837 180 
+2  34496 .. 34675 180 
-3  7251 .. 7430 180 
+1  61489 .. 61665 177 
-2  18811 .. 18987 177 
+3  17121 .. 17297 177 
-2  35158 .. 35331 174 
+1  32254 .. 32427 174 
+2  30230 .. 30403 174 
+2  26387 .. 26560 174 
+1  76597 .. 76767 171 
-1  39557 .. 39727 171 
-2  13066 .. 13236 171 
+2  92657 .. 92824 168 
-1  91607 .. 91774 168 
+3  90519 .. 90686 168 
-1  86162 .. 86329 168 
+1  73735 .. 73902 168 
+3  55209 .. 55376 168 
-3  51390 .. 51557 168 
-3  46095 .. 46262 168 
-3  11766 .. 11933 168 
-3  4863 .. 5030 168 
-2  84508 .. 84672 165 
-3  66918 .. 67082 165 
-2  57982 .. 58146 165 
-1  48107 .. 48271 165 
+2  4352 .. 4516 165 
+3  87999 .. 88160 162 
-1  75002 .. 75163 162 
-2  74707 .. 74868 162 
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+3  64917 .. 65078 162 
+3  57591 .. 57752 162 
+1  55111 .. 55272 162 
-2  54562 .. 54723 162 
+1  50812 .. 50973 162 
-1  47423 .. 47584 162 
+2  35990 .. 36151 162 
-1  68663 .. 68821 159 
-1  27092 .. 27250 159 
-2  20503 .. 20661 159 
-1  3641 .. 3799 159 
+1  89008 .. 89163 156 
+1  84568 .. 84723 156 
+3  75450 .. 75605 156 
+2  69254 .. 69409 156 
-3  22365 .. 22520 156 
+2  84359 .. 84511 153 
-2  71359 .. 71511 153 
+3  21342 .. 21494 153 
-3  11415 .. 11567 153 
-2  7669 .. 7821 153 
-3  89763 .. 89912 150 
-2  82660 .. 82809 150 
+2  74543 .. 74692 150 
-2  58657 .. 58806 150 
+3  57144 .. 57293 150 
+1  38098 .. 38247 150 
+3  29211 .. 29360 150 
-2  25162 .. 25311 150 
-3  6810 .. 6959 150 
-1  37874 .. 38020 147 
-2  34273 .. 34419 147 
-2  78325 .. 78468 144 
+1  65122 .. 65265 144 
+2  39290 .. 39433 144 
-3  34470 .. 34613 144 
+3  27249 .. 27392 144 
-2  26350 .. 26493 144 
+1  22942 .. 23085 144 
-1  98 .. 241 144 
+1  85810 .. 85950 141 
+2  84200 .. 84340 141 
+2  65330 .. 65470 141 
+1  48547 .. 48687 141 
-1  42488 .. 42628 141 
-2  33802 .. 33942 141 
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+3  17481 .. 17621 141 
-1  2936 .. 3076 141 
-1  75887 .. 76024 138 
+2  75032 .. 75169 138 
+1  70162 .. 70299 138 
+2  51884 .. 52021 138 
+1  43081 .. 43218 138 
-3  35049 .. 35186 138 
+1  18163 .. 18300 138 
+3  13809 .. 13946 138 
-1  65855 .. 65989 135 
+3  56961 .. 57095 135 
+2  45563 .. 45697 135 
+3  40764 .. 40898 135 
-3  29322 .. 29456 135 
+3  1095 .. 1229 135 
-2  93643 .. 93774 132 
-3  80394 .. 80525 132 
-3  65037 .. 65168 132 
-3  58320 .. 58451 132 
-2  56788 .. 56919 132 
+3  53385 .. 53516 132 
-2  52900 .. 53031 132 
+1  49507 .. 49638 132 
+3  48009 .. 48140 132 
+3  47241 .. 47372 132 
-1  46340 .. 46471 132 
-3  34119 .. 34250 132 
+3  32499 .. 32630 132 
-3  23685 .. 23816 132 
+1  19195 .. 19326 132 
+2  16199 .. 16330 132 
+2  92939 .. 93067 129 
+2  86324 .. 86452 129 
-3  84261 .. 84389 129 
-1  75434 .. 75562 129 
+1  74452 .. 74580 129 
-2  73813 .. 73941 129 
-1  65300 .. 65428 129 
+2  63515 .. 63643 129 
+1  63409 .. 63537 129 
-2  63334 .. 63462 129 
+2  56390 .. 56518 129 
+3  45009 .. 45137 129 
-2  35638 .. 35766 129 
-1  25481 .. 25609 129 
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+1  8761 .. 8889 129 
+2  3878 .. 4006 129 
-1  2540 .. 2668 129 
-2  505 .. 633 129 
-3  72576 .. 72701 126 
+2  61025 .. 61150 126 
-3  58143 .. 58268 126 
+3  51735 .. 51860 126 
-2  26857 .. 26982 126 
+1  24643 .. 24768 126 
-3  23229 .. 23354 126 
-3  11598 .. 11723 126 
-2  92623 .. 92745 123 
+1  69436 .. 69558 123 
+2  61553 .. 61675 123 
+2  43364 .. 43486 123 
+3  36819 .. 36941 123 
+2  31736 .. 31858 123 
+2  22685 .. 22807 123 
+2  15152 .. 15274 123 
+2  11129 .. 11251 123 
+2  9248 .. 9370 123 
+3  9144 .. 9266 123 
+2  4622 .. 4744 123 
-3  91530 .. 91649 120 
-2  88975 .. 89094 120 
+2  88859 .. 88978 120 
-1  75671 .. 75790 120 
+2  70196 .. 70315 120 
+3  68205 .. 68324 120 
-1  68036 .. 68155 120 
+3  67617 .. 67736 120 
+2  53018 .. 53137 120 
-3  47334 .. 47453 120 
+2  42206 .. 42325 120 
-1  30575 .. 30694 120 
+1  30076 .. 30195 120 
+2  26879 .. 26998 120 
+3  19125 .. 19244 120 
+1  17800 .. 17919 120 
+1  16111 .. 16230 120 
-3  15159 .. 15278 120 
+2  2048 .. 2167 120 
-2  79114 .. 79230 117 
-2  66094 .. 66210 117 
+1  55837 .. 55953 117 
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-3  37452 .. 37568 117 
+3  31992 .. 32108 117 
-2  24118 .. 24234 117 
+1  23188 .. 23304 117 
-1  16667 .. 16783 117 
-2  12943 .. 13059 117 
+3  3210 .. 3326 117 
+1  553 .. 669 117 
+3  351 .. 467 117 
+3  92751 .. 92864 114 
-3  92118 .. 92231 114 
+1  82198 .. 82311 114 
-1  76187 .. 76300 114 
-2  65467 .. 65580 114 
+3  63015 .. 63128 114 
+1  58360 .. 58473 114 
-2  49705 .. 49818 114 
+3  49266 .. 49379 114 
+3  44262 .. 44375 114 
+3  41676 .. 41789 114 
+1  30838 .. 30951 114 
-1  17426 .. 17539 114 
-1  13334 .. 13447 114 
+3  942 .. 1055 114 
+2  90803 .. 90913 111 
+1  85642 .. 85752 111 
-1  80810 .. 80920 111 
-1  78542 .. 78652 111 
-2  57640 .. 57750 111 
-3  56898 .. 57008 111 
+1  54931 .. 55041 111 
+3  50616 .. 50726 111 
-3  48945 .. 49055 111 
+2  41645 .. 41755 111 
-2  34603 .. 34713 111 
+1  29758 .. 29868 111 
-3  13830 .. 13940 111 
-1  11183 .. 11293 111 
+3  87066 .. 87173 108 
-2  77992 .. 78099 108 
-2  65308 .. 65415 108 
+1  63640 .. 63747 108 
-3  61305 .. 61412 108 
+2  52871 .. 52978 108 
+1  51556 .. 51663 108 
-2  51076 .. 51183 108 
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+1  45559 .. 45666 108 
-3  39507 .. 39614 108 
+3  28545 .. 28652 108 
+1  20929 .. 21036 108 
-1  19019 .. 19126 108 
-1  14486 .. 14593 108 
+3  588 .. 695 108 
+1  89800 .. 89904 105 
-2  89464 .. 89568 105 
-3  81870 .. 81974 105 
+3  66048 .. 66152 105 
-1  64853 .. 64957 105 
+2  56144 .. 56248 105 
-3  50577 .. 50681 105 
+2  48479 .. 48583 105 
+2  47369 .. 47473 105 
-3  33870 .. 33974 105 
+1  24034 .. 24138 105 
-3  18102 .. 18206 105 
-1  7934 .. 8038 105 
-2  5002 .. 5106 105 
-1  4157 .. 4261 105 
+2  93131 .. 93232 102 
-1  90134 .. 90235 102 
-1  88682 .. 88783 102 
+2  85541 .. 85642 102 
-2  82873 .. 82974 102 
+3  77478 .. 77579 102 
+1  73423 .. 73524 102 
-2  60649 .. 60750 102 
+2  49073 .. 49174 102 
+1  49003 .. 49104 102 
+2  47558 .. 47659 102 
+2  46412 .. 46513 102 
-3  43428 .. 43529 102 
+1  42295 .. 42396 102 
-1  41696 .. 41797 102 
+1  38686 .. 38787 102 
+2  30632 .. 30733 102 
+3  27897 .. 27998 102 
+3  17991 .. 18092 102 
+1  8272 .. 8373 102 
+1  5830 .. 5931 102 
+2  4019 .. 4120 102 
+3  3855 .. 3956 102 
+2  2570 .. 2671 102 
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+1  718 .. 819 102 
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